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The research for relationships among genome DNA methylation polymorphism and
marbling in Japanese beef cattle
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This study’ s aims are to examine relationships among DNA methylation
patterns at the slaughter after fattening and economic carcass traits of JB siblings of two sires.
Genomic DNA samples were collected from adipose tissues around the kidneys in each 100 JBs produced
from 2 sires (Sire A and B) have parent-child relation, totaling of 200 JBs. Correlation analysis
and_analysis of variance (ANOVA) are performed by using SAS program, version 9.1. The CG rich
regions iIn the upstream regions of seven genes, APC_2, CDKN2A_1, CDKN2A 2, CDKN2B, GSTP1, MGMT and
SFRP1 of 24 genes were very high DNA methylation level, and DMP in the other genes was similar
between 2 sires with parent-child relation. Additionally, CDKN2A_2 and RB1 was specific condition.
CgrreAation between subcutaneous fat thickness and CHFR was 0.73 at 5% significance level in JBs of
sire A.
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