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Comprehensive analysis for responsible genes associated with fatty acid
composition in cattle

Mannen, Hideyuki
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In this stud¥, we aimed to identify the responsible gene associated with

fatty acid composition in Japanese Black cattle. We performed genome wide association analysis for
Hyogo Japanese Black cattle, and then identified candidate chromosomal regions in BTA9 and 14. Whole
genome resequencing and gene functional analysis detected 3 candidate genes associated with fatty
acid composition, CYB5R4, MED23 and VNN1. By population association study, CYB5R4 c.*349G>T revealed
highest significant value. Therefore, CYB5R4 c.*349G>T is most candidate variant as responsible for
fatty acid composition in Hyogo Japanese Black cattle population.
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