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Development of breeding optimization platform by genomic prediction and
simulation
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The goal of this study was establishing a platform for efficient breeding
using genomic information, assuming traits that were difficult to improve genetically or traits
showing trade-off relationship. | conducted breeding scheme optimization simulations based on
genetic analysis and genomic prediction for rice and common buckwheat, as the model crop of
self-fertilizing and outcrossing crop, respectively. The results showed that the breeding simulation

platform could show the optimal scheme for each crop and trait by utilizing the information
obtained from a priori genetic analysis. This method is expected to be useful in further improvement
in the efficiency of genome breeding of crops.
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