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Virome analysis of environmental water in wildlife habitat to understand viral
flora of wild animals
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To understand the prevalence of viruses in the wildlife environment, virome
analyses were conducted on environmental water samples obtained from wildlife habitats and swab
samples collected from wild ducks. Various viruses including never reported in Japan were detected
in the water and duck swabs. These findings reveal the existence of a potential risk from
wildlife-derived viruses and the actual situation of virus introduction into Japan by migratory
birds. In some environmental water samples collected at water sites relatively close to livestock
farms, viral sequences almost identical to the viruses usually detected from livestock were
detected, indicating the possibility of spread of livestock-derived viruses to wild animals via
environmental water. It was concluded that water sites are useful for monitorin? various viruses
that can be a potential risk for One Health because there are possibility for wildlife, livestock,
and human contact and the ease of sample collection.
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