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in Deciphering SARS-CoV-2 Puzzles

Yu Chen Yingle Liu Yuan Liu Ke Xu Huan Yan Yu Zhou Ke Lan”
State Key Laboratory of Virology s Wuhan University , Wuhan 430072
Abstract  The coronavirus disease 2019 (COVID-19) pandemic caused by severe acute respiratory

syndrome coronavirus 2 (SARS-CoV-2) has been lasting for more than two years, which profoundly affects
all aspects of human society. Researchers worldwide have carried out extensive and in-depth research on
COVID-19 and made significant progress in viral pathogenesis, diagnostic techniques, vaccine and drug
development. However, we are still facing challenges after the spreading and mutating of the viruses in the
past two years, such as the decline of vaccine protection and inadequate drug effectiveness. This review
introduces our teamwork on pathogen identification, viral transmission, novel diagnostic techniques,
vaccine and drug development, and the regulatory mechanism of viral subgenomic RNA biogenesis, which
will provide scientific insight and support for pandemic control.

Keywords SARS-CoV-2; pathogen discovery; antiviral technology; viral replication
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