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Ryohei Takahashi and Hitomi Hongo: DNA Analysis of Wild Boar
Hunted in the Futagoyama Mountain Area

Abstract. We carried out DNA analysis of wild boar (Sus scrofa) hunted in the Futagoyama

mountain area, in Miura Peninsula in southern Kanto. The molecular phylogenetic

characteristic of the wild boar was genetically close to those of the Asian Sus scrofa lineages

including Japanese wild boar (S. s. leucomystax). Furthermore, it was suggested that this

wild boar has a previously unknown sequence type of Glucosephosphate isomerase - processed

pseudogene.
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