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Genetic Analysis of Japanese Rose Bitterling, Rhodeus ocellatus kurumeus (11)

— Genetic Monitoring of East Kagawa Population (7) —
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Abstract
The Japanese rose bitterling (Rhodeus ocellatus kurumeus) is a critically endangered freshwater
fish, for which East Kagawa is a rare habitat. We analysed the mitocdondrial DNA of the samples
obtained between 2020 and 2024 using CAPS markers, and detected individuals with the
mitochondrial DNA haplotype specific to Chinese rose bitterling (&. 0. ocellatus) in two of these ponds.

Periodical genetic monitoring of the East Kagawa population is crucial to protecting £. o. kurumeus

from its invasive alien species.
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