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Research interests 

Our research interests focus on the RNA genome structures of RNA viruses (including coronavirus) and 

their interactions with viral or/and host proteins important for (i) pathology, (ii) gene expression including 

replication, transcription and translation, (iii) pathogenesis, (iv) innate immunity and (v) the development 

of diseases. Our aims are to identify the viral RNA structures, viral proteins or/and host proteins required 

for viral survival. The identified RNA structures of proteins are therefore the ideal candidates for the 

development of antiviral drugs or vaccine, which in turn can protect us from viral infection and prevent 

economic loss. We welcome people who are interested in our projects to join us. 
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