Table S1 Summary of selection measures BLresp and BLsur. p is the genetic correlation between
traits, B is the slope of regression for BLmat against BLeme, o2 is the genetic variance of BLresp and
Acc is the prediction accuracy of EBLUPs.

Univariate
Bivariate BLresp BLsur
Additive Non-additive
Dataset Pa Ba o2 Acc, Dr By 0% Acc, Acc, Acc,
HS21 a a a @ 069 077 7596 070 0.53 0.69
YK21 a a a ¢ 095 0.75 16.40 0.50 0.56 0.40
WN22 a @ @ e 1.00 b 0.00 b 0.75 ¢
HS22 a a a ¢ 0.9 057 103.77 065 0.74 0.58
RS22 a a a ¢ 081 0.73 0.27 0.66 0.57 0.53
YK22 @ a a ¢ 091 077 3281 088 0.17 0.81
WN23 0.79 1.53 0.45 0.38 a a a ¢ 0.50 ¢
HS23 1.00 b 0.00 b 0.35 0.37 0.25 0.58 0.59 0.46
RS23 0.77 088 6545 049 0.79 0.67 17.73 048 0.49 0.56
YK23 0.63 1.03 187.74 0.55 a a a @ 0.54 ¢

“BLeme and/or BLmat variance component = 0, hence no correlation structure fitted
bgenetic correlation is unity, hence no deviations around regression line

“genetic variance component was on the boundary



