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Parapoxvirus infections are known as one of dermal diseases in sheep in Japan. In 1973, the
infection in wild Japanese serows (Capricornis crispus) has been first reported in Iwate
Prefecture. Since then, it has spread among them throughout Japan. It is suggested the
possibility that the virus transmitted from sheep to the Japanese serows in Iwate Prefecture,
and the virus-contaminated environment has been expanded along with the expansion of living
areas of Japanese serows. In this study, to clarify the relationship between parapoxviruses in
sheep and in Japanese serows, we analyzed parapoxviruses isolated from both sheep and Japanese
serows from 1970 to 2007 genetically.

The sequences of open reading frame (ORF) 111, 117, 119, 125, and 127 of viral genome were
determined and compared. Sequence analysis revealed that the ORFs 111, 125, and 127 were highly
conserved among parapoxviruses from sheep and Japanese serows. However, high genetic variability
with deletions or duplications was observed in the ORFs 117 and 119 in one strain from sheep and
two strains from Japanese serows, respectively. These results suggest that, since genetic variability
exists in parapoxviruses even in the same host species, different parapoxviruses could be circulating
among sheep and Japanese serows.




