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Exploring the effect of ancient rivers in the Seto Inland Sea on the wood mouse
genome on islands
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We deterimined the mitochondrial Dloop and Cytochrome b ?ene sequences for
individuals of the large Japanese wood mice that inhabits the Seto Inland Sea islands. Phylogenetic
analysis of the mitochodrial markers revealed the monophyly of each island lineage. However, the
interrelationships among island™s haplotype were not clarified. On the other hand, Mig-seq and
GRAS-Di methods could extract 11,205 SNPs and 94,142 SNPs, respectively. The phylogenetic analysis
using these polymorphisms clarified the monophyly of each island lineage and provided strong support
for the interrelationships among island®s haplotypes. The GIS analyses for the Seto-Inland Sea
revealed ancient rivers that are currently submerged under the sea. The inferred ancient rivers are
completely consistent with the phylogenetic relationships among island wood mice. It suggests that
the ancient rivers would have played an important role to shape the genetic differentiation of the

wood mice among islands.
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