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Comﬁrehensive Analysis of Candidate Genetic Variants for Elucidating the
Mechanism of Intramuscular Fat Deposition in Cattle
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Genotyping was conducted on 96 SNPs selected from a total of 127,090
polymorphisms within the candidate QTL region for beef marbling (chromosome 7, 10 30 Mbp)
identified in our previous studies. An LD block map was created, and as a result, the candidate
region was substantially narrowed down to 0.3 Mbp (15.8 16.1 Mbp). Subsequently, a genome
sequencing analysis was performed on the Miyazaki population, detecting 1,846 polymorphisms (SNPs)
within the candidate region. An analysis of variance (ANOVA) assessing the association with BMS
(Beef Marbling Standard) revealed that an amino acid substitution in the ICAM (Intercellular
Adhesion Molecule) gene exhibited the highest effect, suggesting it is a strong candidate for the
causal gene of beef marbling.
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Comprehensive genotyping analysis of single nucleotide polymorphisms responsible for beef 2024
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Comprehensive verification of all SNPs within a QTL region suggested that ICAM gene polymorphisms would be responsible for
beef marbling in Japanese Black cattle
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