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Specificity of SARS-CoV 3CL protease
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The model protein for the SARS-CoV3CL protease proform was expressed in an
E. coli cell-free system. This model protein had a pro sequence of 10 amino acids at both ends of
the mature protease region of the polyprotein, but was processed at both ends to become a mature
form. By introducing mutations into the recognition site, we were able to generate N-terminal,
C-terminal, and both-terminal proforms. The activity and substrate specificity of each enzyme were
measured and the maturation process was simulated. There was no change in substrate specificity
during maturation, but there was a difference in the recognition of P3" site in the N-terminal and
C-terminal processing sites.
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