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Abstract

Japanese rosy bitterling (Rhodeus ocellatus kurumeus) is a critically endangered freshwater fish in
Japan. One of its rare habitats is the eastern Kagawa area where Kagawa Prefectural Government
promotes and implements the protection of this fish. We have genetically monitored the eastern Kagawa
populations of K. o. kurumeus to evaluate the Prefectural Government’s protection project. Individuals of
Chinese rosy bitterling (E. o. ocellatus) were observed at the lower reaches of the Kabe River in eastern
Kagawa in 2007. We identified mitochondrial DNA haplotypes and microsatellite alleles of fish samples
from a pond in the Kabe River watershed. In spite of the fact that no hybridization events were observed
in the previous genetic monitorings of the population, the results suggested that the intra-specific
hybridization between E. o. kurumeus and R. o. ocellatus and natural backcrossing of the hybrid with £. o.
ocellatus had already been occurring. Extensive and annual monitoring of the eastern Kagawa
populations of K. o. kurumeusis indispensable for the protection of their habitats from the invasive alien

species.
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