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Supplemental Figure 2. Top panel shows statistical modeling of MS/MS data by Peptide 
Prophet. Singly (A), doubly (B), and triply (C) charged spectra were calculated 
individually. Bottom panel shows (D) Peptide Probability (pcomp) and (E) Protein 
Probability (Pcomp) for acceptance of peptide and protein identifications, respectively. 
 


