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Supplementary Information 
 
 

Figure S1. Crystal structure of the complex of Mpro with compound 15. Mpro:15 is shown with Mpro 
in green, 15 in orange, and Leu250-Gln256 of a symmetry-related molecule that packs in close proximity to 
Pro168 shown in blue. Related to Figure 4. 
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Table S1. Diffraction data and refinement statistics. Related to Figures 4, 5, and STAR Methods. 
 



 

 
Figure S2. %Activity (Vi/V0) of Mpro with compounds 50 (top) and 29 (bottom). Related to Table 1. 
 
 
 
 



NMR spectral data for synthesis of compounds 29 and 50 
 

  
Figure S3. 29, 1H NMR (600 MHz, DMSO-d6). Related to STAR Methods. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
Figure S4. 29, 13C NMR (151 MHz, DMSO-d6). Related to STAR Methods. 
 

 
 
Figure S5. 50, 1H NMR (600 MHz, DMSO-d6). Related to STAR Methods. 
 



 

 
Figure S6. 50, 13C NMR (151 MHz, DMSO-d6). Related to STAR Methods. 
 
 
 


