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Abstract: In order to clarify the molecular phylogeographic differentiation status of Ussuri mole (Mogera robusta) in
China, and explore its evolutionary history and the relationship between molecular phylogeographic differentiation and sub-
species differentiation, and 13 additional samples from Heilongjiang Province and Liaoning Province in China and 113 pub-
lished genetic data from the GenBank combined with were used as materials, and complete mitochondrial Cyt b gene se-
quence of 126 samples was analyzed. The results showed that 35 haplotypes were identified, and nucleotide polymorphism
(ar) was 0. 002 17, indicating that the population had genetic diversity. The phylogenetic tree and network analysis showed
that all haplotypes constituted a monophyletic group and lacked of phylogenetic structure significantly corresponding to geo-
graphical distribution (northeast China, the Russia Far East and Korean Peninsula). The population historical dynamic
analysis supported that the Ussuri mole had experienced population expansion recently. No significant differentiation was
observed between M. r. robusta and M. r. coreana of the Ussuri mole in the molecular phylogeny. The results suggested

that the Ussuri mole utilized one glacial refuge during the Quaternary Ice Age. The findings of this study lay a certain founda-

tion for further research on the phylogeography and evolutionary history of Talpidae.
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Figure 1 Phylogenetic tree of Ussuri mole based on Cyt b gene sequences
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