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Fig. 3. Binding of CR3022 depends on the RBD configurations on the S protein. (A) 317	

RBD in the S proteins of SARS-CoV-2 and SARS-CoV can adopt either an “up” 318	

conformation (blue) or a “down” conformation (red). PDB 6VSB (cryo-EM structure of 319	

SARS-CoV-2 S protein) (17) is shown. (B-C) CR3022 epitope (cyan) on the RBD is 320	

exposed in (B) the “up” but not (C) the “down” conformation. (D) Binding of CR3022 to 321	

single-“up” configuration would clash (indicated by the red circle) with the neighboring 322	

RBD. CR3022 is colored yellow. (E-F) The double-“up” and triple-“up” RBD 323	

configurations on the SARS-CoV-2 S protein are modeled based on PDB 6VSB (17). (E) 324	

One CR3022 molecule can be accommodated per S protein in the double-“up” 325	

configuration, and (F) three CR3022 molecules could potentially be accommodated per 326	

S protein in the triple-“up” configuration.  327	
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Table 1. Binding affinity of CR3022 to recombinant RBD and S protein 328	

 329	
 330	

Affinity (Kd in nM) CR3022 IgG CR3022 Fab 
SARS-CoV-2 RBD < 0.1 115 ± 3 
SARS-CoV RBD < 0.1 1.0 ± 0.1 
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