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Identification of candidate genes of chicken economic traits
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Quantitative trait loci (QTL) analyses were performed to reveal the QTL
for growth- and egg-related traits of chickens. Single nucleotide polymorphisms (SNP) were used as
markers. As a result of the QTL analysis, 10 and 30 QTL were discovered for 24 growth- and 60
egg-related traits, respectively. Based on the result of the QTL analysis, candidate genes were
selected (two for growth-related traits and three for egg-related traits), and expression analyses
were performed. The former two genes were thought to be related to the expression of shank growth

traits. On the other hand, the latter three genes did not seem to be involved in the expression of
egg-related traits.
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