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Summary : The genetic relationships between the Jidori, Shokoku and their related breeds, and their
genetic population structure are unclear. In this study, microsatellite DNA polymorphisms were used
to analyze the genetic relationships and structure among Jidori, Shokoku, and related breeds. A total
of 136 individuals of seven breeds, Aizu-Jidori, Gifu-Jidori, Tosa-Jidori, Shokoku, Onagadori, Totenko,
and Tomaru, were used in the analyses of the 28 microsatellite loci. High genetic diversity was ob-
served in Shokoku and related breeds. In contrast, low genetic diversity was observed in the Tomaru
and Jidori breeds, except in the Aizu-Jidori. A high and positive Fs value indicating high inbreeding
was also detected in Shokoku-related breeds. Among long-crowing breeds, Totenko showed high ge-
netic diversity, but Tomaru showed low genetic diversity. The pairwise Fst values estimated among
breeds were high and significant. In the phylogenetic tree analysis, Shokoku, Onagadori, and Totenko
were located in the same cluster in the Dy and Das trees. In contrast, three Jidori breeds and Tomaru
were clearly separated in each tree. The structure analysis supports the topology of Dag tree and
reveals genetic differentiation among sampling locations in the Shokoku-related breeds as Shokoku,
Onagadori and Totenko.
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