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Advances in bat carrier of important viruses

HU Dan, LUO Zhen-han, YE Fu-qiang, HAN Yi-fang, WANG Tai-wu, WANG Chun-hui, ZHANG

Jin-hai  (Center for Disease Control and Prevention of FEastern Theater Command , Nanjing , China. » Nanjing ,
Jiangsu 210002 ,China)

Bats belong to pterodactyla, the second largest category of mammals, including more than 1200 species,
which are widely distributed in the world. As the on going pandemic SARS-CoV-2 virus has also been implicated to be
originated from bats, more and more attention has been paid to its host as the host of many important zoonotic pathogens.
Most of the viruses that have recently caused high mortality in humans are zoonoses of wildlife, including filamentous
viruses (e. g. Marburg,Ebola) ,coronaviruses (e. g. SARS, MERS), Hendra viruses (e. g. Hendra, Nipah) , which share
the common characteristics of RNA viruses. More interestingly, bats have been proved to be natural hosts of these
viruses. Especially with the development of the second generation sequencing technology, more than 50 new bat viruses
have been discovered since 2009. Bats have the characteristics of long-distance migration and social preference. In recent
years, environmental changes and deforestation have seriously affected many ecosystems and intensified the contact
between wildlife and humans. These factors also make the viruses carried by bats pose a potential threat to humans.
Understanding and mastering the pathogenic spectrum of wildlife is of great public health significance for preventing and

In this paper,we review the important pathogens found in bats in recent years.
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controlling the occurrence of diseases.
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