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Exploration of wild animal hosts that may contribute to the spread of arbovirus
infections in Central Africa
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In this study, we detected viruses using wild animal samples collected in
Gabon by the next-generation sequencing analysis. As a result, arbovirus genomes were detected in
several organ samples. There have been no reports of arbovirus detection in these animal species,
indicating that arboviruses may infect a wide range of animal species. Detailed analysis of the
genome sequences of the detected arboviruses revealed that a whole-genome-sequenced flavivirus was a
new species that is expected to be pathogenic to humans. Thus, this study revealed that there is a
risk of zoonotic infections of arboviruses originated from wild animals in Gabon.
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