Table S5 GBLUP accuracies in simulation data assuming random additive effects and directional
dominance effects values (mean + standard deviation, n = 10 repeats)

A

h? SNP set R, ﬁa R Iid R, R,
hj =0.05 1K QTL 0.45+0.10°  0.40+0.06 0.43+0.06 0.50+0.04 0.50+0.05 0.51+0.03
h2=0.05 3K 0.38+0.07 0.29+0.06 0.32+0.07 0.36+0.03 0.41+0.07 0.43+0.03
o 7K 0.37+0.09 0.31+0.07 0.37+0.05 0.38+0.03 0.44+0.06 0.44+0.03
41K 0.36+0.12 0.32+0.07 0.40+0.07 0.38+0.03 0.48%0.06 0.43+0.03
hj =0.05 1K QTL 0.48+0.02 0.40+0.03 0.61+0.03 0.67+0.02 0.63+0.03 0.67+0.01
h2=0.15 3K 0.45+0.06 0.27+0.04 0.48+0.05 0.50+0.02 0.55+0.04 0.55+0.02
o 7K 0.45+0.06  0.30+0.04  0.52+0.04 0.52+0.01 0.58+0.03 0.56+0.01
41K 0.42+0.08 0.31+0.04 0.62+0.04 0.50+0.02 0.67+0.03 0.55+0.02
=005 1K QTL 048005 041x005 072001 079002 0.73t0.01  0.78%0.01
h2=0.30 3K 0.48+0.05 0.250.04 0.57+0.03 0.63+0.02 0.62+0.03 0.67+0.01
o 7K 0.46+0.06  0.29+0.04 0.61+0.02 0.65+0.02 0.66+0.03  0.68+0.02
41K 0.38+0.10 0.32+0.04 0.72+0.03 0.64+0.02 0.76%0.02 0.67+0.02
hé =0.15 1K QTL 0.65+0.04 0.60+0.02 0.42+0.07 0.45+0.03 0.64+0.04 0.62+0.02
h2=0.05 3K 0.56+0.04 0.46%0.04 0.29+0.10 0.31+0.02 0.55%0.04 0.52+0.02
L 7K 0.57+0.04 0.48+0.04 0.30+0.12 0.32+0.02 0.58+0.04 0.53+0.02
41K 0.56+0.05 0.50+0.04 0.41+0.09 0.31+0.03 0.61+0.06 0.54+0.02
hj =0.15 1K QTL 0.66+0.04 0.61+0.02 0.58+0.03  0.65+0.03 0.69+0.03 0.71+0.01
h2=0.15 3K 0.59+0.02 0.46%0.03 0.43+0.08 0.48+0.02 0.61+0.03 0.61+0.01
s 7K 0.60+0.02  0.49+0.03  0.46+0.09 0.50+0.02  0.65+0.03 0.63+0.01
41K 0.59+0.02 0.51+0.02 0.55+0.06 0.49+0.02 0.70+0.03 0.62+0.02
hj =0.15 1K QTL 0.66+0.03 0.62+0.03 0.72+0.02 0.78+0.02 0.76%0.02 0.80+0.01
h2=0.30 3K 0.60+0.03 0.43+0.03  0.54+0.04 0.62+0.01 0.66+0.03 0.71+0.01
s 7K 0.59+0.04 0.46%0.03 0.59+0.04 0.64+0.02 0.71+0.03 0.72+0.01
41K 0.57+0.04 0.50+0.04 0.71+0.03 0.62+0.02 0.81+0.04 0.71+0.01
hj =0.30 1K QTL 0.77+0.02 0.750.01 0.44+0.06 0.48+0.04 0.76%0.02 0.76+0.02
h?=0.05 3K 0.66+0.03 0.61+0.02 0.24+0.12 0.31+0.04 0.66+0.03 0.65+0.02
s 7K 0.67+0.03 0.64+0.02 0.28+0.14 0.31+0.04 0.68+0.03 0.67+0.02
41K 0.68+0.03 0.66+0.02 0.39+0.10 0.32+0.04 0.72+0.02 0.68+0.02
hi =0.30 1K QTL 0.78+0.02 0.750.01 0.62+0.03 0.67+0.02 0.79+0.01 0.79+0.01
h2=0.15 3K 0.68+0.03 0.59+0.01  0.39+0.09  0.49+0.02  0.69+0.03 0.70+0.02
s 7K 0.69+0.03 0.62+0.01 0.44+0.08 0.50+0.03 0.72+0.04 0.72+0.01
41K 0.70+0.03 0.64+0.02 0.53+0.07 0.51+0.02 0.78+0.04 0.72+0.01
hj =0.30 1K QTL 0.80+0.01 0.77+0.01 0.74+0.02 0.80+0.01 0.80+0.01 0.85+0.01
h?=0.30 3K 0.69+0.02 0.58+0.01 0.54+0.03 0.61+0.01 0.73+0.02 0.78+0.01
s 7K 0.70+0.02 0.62+0.01 0.57+0.03 0.63+0.01 0.78+0.01 0.80+0.01
41K 0.71+0.02 0.65+0.01  0.69+0.03  0.63+0.02  0.87+0.03  0.80+0.01

h? is true additive heritability, h? is true dominance heritability, R, is predicted accuracy of GBLUP of

breeding values, FAZa is observed accuracy of GBLUP of breeding values, R, is predicted accuracy of GBLUP

of dominance deviations, F3d is observed accuracy of GBLUP of dominance deviations, R, is predicted

accuracy of GBLUP of genotypic values, Ifig is observed accuracy of GBLUP of genotypic values.



