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Research progress of origin and receptor of SARS-CoV-2
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Abstract; In December 2019, COVID-19 broke out in Wuhan, Hubei Province and spread rapidly in many provinces and
cities of China and abroad. The onset of the disease is insidious, some patients may have no symptoms or atypical symp-
toms, and severe patients may develop multiple organ failure and die. The pathogen causing the disease has been named
novel coronavirus (SARS-CoV-2), which is a new type of coronavirus falling into genus betacoronavirus. However, the
origin and receptor of SARS-CoV-2 have not been clarified. In order to apply better control and treatment of COVID-19,
it is important to fully understand the origin and receptor of SARS-CoV-2. This paper reviews the origin and receptor of

SARS-CoV-2.
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