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Mapping of quantitative trait loci affecting productive traits in Japanese quail
for future improvement

Ryo, TADANO
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Analyses of quantitative trait loci (QTL) affecting productive traits of
Japanese quail were carried out using F2 resource family. In total, 10 QTLs were detected at
suggestive and significant levels for nine egg-related trais. In addition, eight QTLs were
discovered at significant level for five growth-related traits. These results will be useful for
future breeding and improvement of Japanese quail.
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