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Figure S4. Evaluation of single RBD mutations with the largest changes in predicted ACE2 affinity and 
human antibody escape achieved via mutation at each RBD residue. (A-B) The largest predicted impact 
of single mutations on (A) ACE2 affinity and (B) % antibody escape, irrespective of the other property, were 
evaluated for each RBD residue. Mutation V367F was predicted to have the largest increase in ACE2 affinity, 
while F456A was found to have the largest increase in antibody escape. V367F has previously been identified 
in circulation as early as March 2020. F456A has not been widely observed, likely due to the predicted 
reduction in ACE2 affinity. 


