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I analyzed ten specimens of the extinct Japanese otter, which was planned at
the beginning of this project, was carried out. As a result, the mitochondrial genome sequence was
determined from several individuals. In this way, we obtained new data through this study. In
addition, the living otter was found in Japan (Tsushima) during the project period, and we
determined the mitochondrial genome sequence from the feces. Furthermore, to analyze the whole
genome, | obtained shotgun sequence data from Eurasian, Asian small-clawed, and smooth-coated
otters. These results will be submitted to an international journal in the future.
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