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Supplementary Figure 2 — Quality analysis of proteomic data from S. saprophyticus ATCC 15305, 7108
and 9325. 1,2 and 3 represents replicates 1, 2 and 3 respectively. Detection of dynamic range of proteomic
analysis. Protein data were used to calculate the order of magnitude of protein identification. Regular, reverse
and standard proteins are represented in blank, grey and black (arrow), respectively. Regular and reverse
proteins indicate identified proteins using regular and reverse proteome of S. saprophyticus. (A) ATCC 15305,

(C) 7108 and (E) 9325. Peptide Mass accuracy analyses. Peptide data were used to make the bar graph showing

the accuracy of mass for peptides. (B) ATCC 15305, (D) 7108 and (F) 9325.




