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Identifying the evolutionary significant units of Japanese Siluridae: towards implem
entation of genetic monitoring
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To elucidate the genetic population structure of three native Siluridae in Japan,
we collected specimens from Japan, Korea, China and Vietnam, and sequenced the mitochondrial DNA control r
egion. Phylogenetic analyses revealed one, two and three distinct genetic lineages for Silurus biwaensis,
Stlurus lithophilus and Silurus asotus, respectively. Although Silurus lithophilus is well-known as one of
the endemic species of Lake Biwa, we found that other lineages are naturally distributed in the Kinki and
Chubu regions. We also demonstrated that Silurus asotus in eastern Japan may be translocated intentionall
y from the native regions such as Kinki and Chugoku regions. Toward a genetic monitoring, we developed mic
rosatellite markers using next-generation sequencing.
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