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Investigation of relationships between carcass traits and the rumen microbiome
in Japanese Black cattle using multi-omics analysis.
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This study aimed to investigate the relationship between the rumen
microbiome and carcass traits, such as marbling and carcass weight, in Japanese Black cattle.
Metagenomic sequencing was used to compare the rumen microbiome between high-carcass weight (HW) and

low-carcass weight (LW) cattle, and high-marbling (HV) and low-marbling (LM) cattle. As a result,
the prokaryotic and viral communities in the rumens of HW vs. LW and HM vs. LM were different. In
summary, this study revealed that the rumen microbiome of Japanese Black cattle was associated with
carcass traits.
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1 B EARMERRATORER (Sato et al., 2024, Scientific Reports, 14: 6064)
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