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Figure S1. Dissimilarity Scoring, related to STAR Methods Dissimilarity Scoring. A) 3,524 viral epitopes
(12,383 total peptide/MHC pairs) were compared against the normal human proteome. Non-anchor residues
were used to calculate similarity scores based on amino acid classifications as described in methods. Residues in
the same position of the viral and human peptides with a perfect match, similar amino acid classification, or
different polarity, were assigned scores of five, two, or negative two, respectively. B) Each viral peptide/HLA
pair was compared against the set of normal peptides presented on the same MHC. Dissimilarity score for each
viral peptide was calculated by comparing against the most similar group of peptides with p <0.0001 and
reported as the difference in Z-scores between the viral peptide and closest-scoring peptides.



