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Conservation genomics of freshwater fish: building a framework linking natural
history and threat diagnosis

Watanabe, Katsutoshi
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This study conducted the following conservation genomics research on
freshwater fishes based on whole-genome analysis. (1) The natural history of wild populations was
reconstructed and genomic changes in captive populations were estimated for three endangered
species. (2) Adaptation and conservation challenges associated with interspecific hybridization were

investigated by elucidating the extent of adaptive gene introgression in the cottid species and
establishing baseline information through whole-genome sequencing of the species that hybridized
with Hinamoroko. (3) To improve our understanding of the adaptive significance of genetic diversity,
the study identified the causal genetic variation responsible for color polymorphism in the gudgeon

species in Lake Biwa and comprehensively elucidated its spatiotemporal dynamics and adaptation.
Through these investigations, this research facilitated the integration of natural history research
and conservation practice in the genomic era.
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Detailed kinship estimation for detecting bias among breeding families in a reintroduced population of endangered bagrid
catfish, Tachysurus Ichikawai
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