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Improving genomic predictions with inbreeding and non-additive effects using two hybrid admixed populations in maize
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  Stable total variance across the different models tested • Including inbreeding reduces the variance associated with dominance effects • Large epista-c effects for all traits, prevalence of addi-ve by addi-ve effect Phenotyped for 4 traits (flowering date FLO, plant height HT, grain moisture GM and grain yield GY) at 3 to 5 sites for iF2 and Het2 respectively GxE_New_Hyb GxE_New_Env Cross-validations Most complete model for adjusted-means 5 different sub-models considered ! ".. values !".. values Global (M2 and submodels) !"$. values % !"$& values

GxE_new_hyb (M4 and submodels)

Within-env.