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Elucidation of the origin of feline-like human rotaviruses
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In this study, the prevalence and genotypes of rotavirus A circulating among
Japanese cats were examined. An unusual G6P[5] rotavirus A strain named FRV537, which was isolated

from a stray cat, was further characterized to determine its species of origin by whole genome
analysis. The genotype constellation of FRV537 was G6-P[5]-12-R2-C2-M2-A13-N2-T6-E2-H3. In addition
to the high nucleotide sequence identities between FRV537 and bovine rotaviruses in each genome
segment, phylogenetic analysis revealed a close relationship to bovine/artiodactyl rotaviruses.
Thus, the molecular and phylogenetic evidence suggests that FRV537 was of bovine rotavirus origin.
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