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Summary : This study analyzed the mitochondrial DNA D-loop region of hedgehogs in Ito and
Odawara to evaluate their genetic variation and taxonomic status. In addition, D-loop sequences of
the Korean hedgehog Erinaceus amurensis as well as the reported sequences of the two European
hedgehog species E. europaeus and E. concolor were investigated. Both populations from Ito and
Odawara showed only one haplotype each with a difference of three substitutions and one indel of 450
bp between them. In contrast, four haplotypes were observed in four samples obtained from different
regions of Korea. It is suggested that the genetic diversity of the hedgehog in Ito and Odawara were
low but they have independent introduction routes. In the phylogenetic tree of genus Erinaceus,
specimens from Ito and Odawara were clustered with the Korean hedgehog and were separated from
the two European species with a high bootstrap value. Genetic variation between the Ito-Odawara
species and E. amurensis was less than observed in ‘inter’ species of other two species. These results
suggest that hedgehogs found in Ito and Odawara are actually E. amurensis.

Key words : Hedgehog, Invasive alien species, Mitochondrial DNA, Molecular phylogeny, Specific
classification
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