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Genetic stock identification of Chum salmon in the Pacific Rim
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ABSTRACT : Chum salmon, Oncorhynchus keta, has received considerable attention in recent years for population genetic studies
due to its broad geographic distribution and high commercial importance in North Pacific fisheries. The Bering Sea and North
Pacific Ocean provide major feeding habitats for various salmon stocks originating from Japan, Russia and North America. Chum
salmon are a dominant pelagic fish in the Bering Sea during summer and their numbers fall when they moved in coastal areas
to spawn. Population genetic data for chum salmon that can serve as a baseline for stock identification studies are scarce. In this
review, we describe recently developed molecular markers and discuss their use in the study of genetic population structure of
chum salmon in the Pacific Rim. In addition, we review previous genetic studies focused on the assessment of stock compositions
in mixed chum salmon aggregations in the Bering Sea and North Pacific Ocean.
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