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Trial of new virus isolation from industrial animals
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Goat diarrheal feces were subjected to metagenome analysis by the next-generation
sequencing. Nucleotide sequences with homology to enteroviruses were obtained. Primers for RT-PCR were des
igned based on the nucleotide sequence of these sequences at the 5"-untranslated region, and we determined

563 bp nucleotide sequences that showed homology to bovine-like and ovine enteroviruses (77&#8211;87 %).
We named the virus detected in this study goat enterovirus Gl (GEV-G1l). In the phylogenetic analysis, GEV-
G1 belonged to a cluster containing ovine enteroviruses. To our knowledge, this is the first report on nuc
leotide sequences of an enterovirus infecting Japanese goats.
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