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Figure S1. Analytical flowchart of removing homologous sequences in training dataset and independent testing dataset.
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Given acetylation sites Piz and Pjz in two proteins which are clustered
if S-sulfenylated peptide Pil = peptide Pj1 and Pil = Pj1
=>the two S-sulfenylated peptides are homologous peptide, keep one.
else keep two sites.
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