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Research of viral community for unexplained livestock diarrhea and discovery of
novel gastrointestinal viruses
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To clarify viral community for unexplained livestock (cattle and pig)
diarrhea and discover novel gastrointestinal viruses, bovine and porcine fecal samples were analyzed
using a metagenomics aﬁproach. We identified a novel picornavirus and new genotypes of Posavirus.

Further studies for pathogenicity of these viruses are needed. Multiple possible recombination
events in toroviruses, astroviruses, kobuviruses, enterovirueses, and sapoviruses were identified,
suggesting that recombination might have contributed to the serological diversity and played an
important role in the continued infection and the evolution of viruses in the farms.
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