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Exploring eBista§is and dominance effect combinations in whole genome and
developing breeding simulator for Japanese Black cattle

Onogi, Akio
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This study estimated the amounts of genetic effects due to gene interactions

for carcass traits of Japanese Black cattle using whole genome information. As a result, it was
found that the additive-by-additive genetic effects showed a certain genetic variance on each trait.

However, accuracy of phenotypic prediction was not improved using interaction effects. Thus, it was
suggested that breeding simulation based on interaction effects is not realistic. Additional
experiments suggested that prediction failed because interaction effects consisted of a plenty
number of gene combinations and consequently predicted animals had new interactions that were
unpredictable. These results will provide valuable information on future breeding of Japanese Black
cattle and genetic analyses on the breed.
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