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Genomic analysis of commensal small mammals, specifically focusing on the

Japanese house mouse, has provided valuable insights into the historical expansion of rice and
millet cultivation in mainland Asia over the past 10,000 years. Based on extensive genomic data
analysis of rice, it was possible to infer the population structure within the Japanese archipelago,

genetic relationships in the East Asian region, and even trace the origins of ancient rice.
Molecular phylogenetic network analysis using NGS data from gourd samples proposed hypotheses
regarding the geographic routes of gourd dispersion in prehistoric times. Analyzing the population
structure of Hokkaido brown bears has yielded two significant findings: a distinctive geographic
structure that deviates from previously reported mitochondrial DNA patterns, and the potential
occurrence of gene flow from polar bears into the populations of Hokkaido and Etorofu Island.
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