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Virome Analysis for the Identification of Novel Mammalian

Viruses in Bats from Taiwan

Wei-Cheng Hsu
Abstract

In recent years, a few large-scale viral outbreaks have occurred around the world-
and the source of the outbreaks are believed to be zoonotic. Since bats have been
confirmed to be the hosts for many zoonotic viruses, it is necessary to study the
viruses that may be transmitted by bats. In this project, we collaborated with
chiropterologists from Chung Yuan Christian University to detect viruses present
within the collected oral swabs, urine, and excrement of Taiwanese wild bats. The
viromes of these sampled Taiwanese bats were then analyzed by next generation
sequencing to investigate potential bat pathogens. Our results showed that bat viromes
were comprised of coronaviruses, flaviviruses, picornaviruses, herpesviruses,
circoviruses, and others. Our findings may thus improve the understanding of the

prevalence and evolution of the aforementioned viruses in Taiwanese bat populations.
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