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Figure S1. Ridge Regression model predictions of ACE2 affinity for single RBD mutants are correlated 
with conventional ACE2 affinity measurements. Predicted binding strengths of ACE2 (Ridge Regression 
model with one-hot encoded features) are correlated with conventional measurements of ACE2 affinity for 
single RBD mutants reported previously (Starr et al. Cell, 2020).  


