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Figure SS. Peptide labeling data fit for the E. coli rf05 strain for 5 peptides and 10 amino acids. We have
performed the same analysis as for figure S4 with following error rates (a) 0.05, (b) 0.08 and (c) 0.10, but
using 5 peptides instead of 20. As can be observed the introduction noise has a much larger effect for this
case than for the 20 peptides case.



