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Quantitative Trait Loci Analysis for Carcass Traits in a Half-Sib Family from
Tsuruyama-doi of Tajima Strain of Japanese Black Cattle

Takayuki Akivama, Ken TATSUDA, Yasushi MizocucHi1, Shota NisHiMURA and Yoshikazu SucimoTo

Summary
O We have previously mapped three quantitative trait loci (QTL) affecting beef marbling score on bovine
chromosome 4 (BTA4) and BTA21, and carcass weight on BTA14 using a large half-sib family originating from
Tanifuku-doi, who shared superior identical by descent (IBD) Q haplotype of the three QTL with Tsuruyama-doi.
In this study, effects of the three IBD Q haplotypes of Tsuruyama-doi on carcass traits were verified.
O O No significant effect was found in BTA4 and BTA21.
O O Significant QTL for carcass weight was detected at the position of 47 cM on BTA14 with 0.1% chromosome-

wise significance level. The haplotype substitution effect on carcass weight was 38.8 kg.

O O This QTL seemed to be same as one detected previously in Tanifuku-doi(]
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