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Search for the genes associated with unsaturated fatty acid of Japanese Black
cattle based on gene expression
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The aim of this study was to find the candidate genes, which presumably affect
mono-unsaturated fatty acid (MUFA) in intramuscular fat of Japanese Black cattle, and to contribute to
the development of selection markers. Positive correlations ranging from 0.39 to 0.56 were obtained
between MUFA measured by gaschromatography and gene expression of FABP4, FGF1, MMP14, SCD and SPP1
evaluated by real-time PCR. As the result of polymorphic search by sequence analysis in promoter regions
of SPP1, FABP4 and FADS2, four single nucleotide polymorphisms (SNPs) were detected. Among them, the SNP
in FADS2 was assumed to affect subcutaneous fat thickness, yield estimate and myristic acid whereas the
SNP in FABP4 affected carcass weight, beef marbling and linoleic acid. Although none of the SNPs was
considered to influence MUFA content, some of them were expected to be used as selection markers for some
economic traits in Japanese Black cattle.
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