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Utilization of gut microbiome for pig breeding in feed conversion ratio
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In this study, we evaluated the genetic effects of feed conversion ratio in
purebred pigs, and showed that the estimated heritability for feed conversion ratio is moderate,
suggesting that genetic improvement of feed conversion ratio is possible. Next, the relationship
between gut microbiome and feed conversion ratio was investigated, suggesting that the higher the
diversity of gut microbiota in a pig, the higher the feed utilization. Furthermore, we investigated
the genetic influence on the diversity of the gut microbiome by estimating heritability, suggesting
that the diversity of the gut microbiome is influenced by a genetic factor. These results suggest
that the information of gut microbiome in pig can be utilized as a new selection index for genetic

improvement of feed conversion ratio in pigs.
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