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Figure S1. Distributions of peptide properties calculated with the sequence-based functions
of PepFun. For the 599 peptides reported as substrates of the Granzyme B protease, four
properties were calculated: the net charge (A), hydrophobicity with the Eisenberg scale [1]
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(B), the molecular weight (C) and the Crippen LogP [2] (D).
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Figure S2. Logo of the libraries generated and used to test the PepFun functionalities. (A)
Library of equally distributed amino acids in peptides of 10 amino acids long. (B) Library
of 5-mer peptides using the pattern XERTX. (C) Library of known peptide substrates of the
serine protease granzyme B. (D) Library of 15-mer peptides with bioactivity data against

the MHC class II allele DRB1:0101. The last two come from experimental datasets.
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