
 

 

 
Figure S1. Per-position residue prediction accuracy. For 1000 unmutated (A) and mutated (B) test sequences, each residue was 
iteratively masked and predicted by both models (Uniform-350k and Preferential-250k). Mean prediction accuracy is plotted for each 
FR and CDR. Statistical significance for each region was calculated using a two-sided paired t-test with Bonferroni correction for 
multiple testing (14 regions). 
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Figure S2. AttCAT analysis on the Uniform-250k and Uniform-350k CoV specificity classifier models. Normalized AttCAT impact 
scores with respect to the correct label class for the same 50 systematically chosen test sequences for the CoV specificity classifiers 
trained on the Uniform-250k (A) and Uniform-350k (B) base models. Sequences are sorted in ascending order by average prediction 
probability across the classifiers trained on all 3 base models. 
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