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Elucidation of the ancient genetic history of salmon using burnt bone fragments
excavated from the Ichani Karikarius site
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We could conduct molecular species identification of burnt bones and tooths
about 500 years ago using the previously reported method. It was found that these of burnt bones and
tooths were salmon and pink salmon. Therefore, we performed coalescent simulation analysis of the
nucleotide sequence of the D-Loop region of salmon in 2008, 2019, and 2020 to investigate changes in

genetic diversity. The salmon phylogenetic tree is greatly distorted into a tree shape called
X1-coalecent, indicating that the frequency of alleles in the salmon population changed
significantly in a short period of time due to the release of artificial seedlings. We also analyzed
the environmental genome of the Po River to clarify the composition of fish species.
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