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Figure S2. Evaluation of model performance for different biological replicates (ACE2 affinity) and
human samples (antibody escape). (A-B) Model displays similar performance (Spearman’s p values) in
predicting ACE2 affinities for RBD mutants from two biological (experimental) replicates. (C-E) Model predicts
% antibody escape for antibody samples obtained from different convalescent patients with different
Spearman’s p values. In (C), the worst model performance for predicting % antibody escape from one of the
11 human samples (subject E) is reported. In (D), the best model performance for predicting % antibody
escape from one of the 11 human samples (subject J) is reported. In (E), the range of model performances
(Spearman’s p values) for predicting % antibody escape is reported for the 11 human samples.



