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S3 Fig. The comparison between HCD-IT by MP and CID-IT by SP for separate
LC-MS/MS analyses (N=3). (A) Peptide spectra matches (PSMs), distinct peptides
and protein groups for the comparison of HCD-IT by MP and CID-IT by SP. (B)
Overlap of distinct peptides between HCD-IT by MP and CID-IT by SP. (C) The
Mascot scores in overlapped peptides and unique peptides of HCD-IT. (D) The
peptide lengths in overlapped peptides and unique peptides of HCD-IT. The
LC-MS/MS run providing the highest number of distinct peptides were selected for
each type. SP: SEQUEST-Percolator; MP: Mascot-Percolator.



