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Structural study of beta-coronavirus particle formation mechanism
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i i __ The outbreak of COVID-19 since the end of 2019 has not ended, and new
infections and post-infection long COVID remain a significant public health crisis. Although
research on the SARS-CoV-2, the cause of COVID-19, has been active worldwide, the virus particle

formation mechanism was still largely unknown.

In this research, we used cryo-EM analysis to visualize the high-resolution three-dimensional
structure and structural polymorphism of SARS-CoV-2 M protein, a structural protein required for the
formation of SARS-CoV-2 virus particles. M proteins forms compact dimeric structures with two
different conformations known as the long and short forms, respectively. These structures suggest
that_the structural polymorphism of M protein is important for the formation of SARS-CoV-2 particles

medicated by M protein.
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