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Figure S1. The statistical results used to evaluate of the MS/MS data quality and protein identifica-
tion. (A) Statistics of the number of target sites that were not lyzed by pancreatic enzyme. (B) Sta-
tistics of the length of peptides identified using the MS/MS data. (C) Statistics of the number of the
peptides used to identify proteins. (D) Statistics of the mass deviation of all peptide identified
based on the MS/MS data (E) Map of the number distribution of contaminated proteins in all
identified proteins. (F) The percentage of the proteins lacking quantitative information in total
identified proteins.
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Figure S2. Number of peptides identified based the MS/MS data as well as number of proteins
identified based on these peptides.



