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Adaptive management model for fishery resources: practice and development of
genetic population monitoring techniques
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In order to sustainably utilize fishery resources, it is essential to
understand variable factors affecting them for their appropriate management. The present study aims
to contribute to the development of effective management strategy by clarifying spatiotemporal
dynamics of the genetic diversity and population structure of fishery resources. Mitochondrial
D-loop sequences of chub mackerel (Scomber japonicus), Japanese horse mackerel (Trachurus
Japonicus), and Japanese sardine (Sardinops melanostictus) mainly caught in Nagasaki and Tottori
were obtained and analyzed. The results indicated that genetic diversity of these fish species were
extremely high all the year-round and their populations in the South China Sea, East China Sea, and
Pacific Ocean apparently consisted of a single genetically-identical population. This strongly
confirms the importance of internationally cooperative management of fishery resources.
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