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Borrelia PeptideAtlas

Overview of the Borrelia PeptideAtlas characteristics, including (a) cumulative number of peptides and (b) proteins per experiment. (c,d) Frequency of tryptic peptides and peptide charge, with majority of 2+ and 3+

peptides. (e) Total MS/MS spectra observed for each isolate. (f) Percentage of protein sequence coverage for canonical proteins. (g) Number of phosphorylated serine (S), threonine (T), and tyrosine (Y) sites in all
experiments, with PTMProphet probabilities (nP) ranging from 0.8 to 1. No-choice shows PSMs with only one possible phosphorylation site available, hence nP =1
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2. Visualization of post-translational modifications (PTMs) within the Borrelia PeptideAtlas interface. Includes (a) sequence coverage, (b) detected peptides, (c) phosphorylated STY-sites, and (d) information on peptides
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3. Proteome coverage for laboratory isolates (a) B31, (b) B31-5A4, and (c) MM1, with chromosome coverage higher than 95% for all isolates, and plasmid coverage ranging from 0
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