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oxidized sample

*IC of +MRM {14 pairs): 869.0/936.5 am
XIC of +MRM {14 pairs): 874.4/936.5 am
*IC of +MRM {14 pairs): 869.0/1163.6 al
*IC of +MRM {14 pairs): 874.4/1163.6 al

¥IC of +MRM {14 pairs):
*IC of +MRM {14 pairs):
*IC of +MRM {14 pairs):
*IC of +MRM {14 pairs):
*IC of +MRM {14 pairs):
¥IC of +MRM (14 pairs):
¥IC of +MRM (14 pairs):
*IC of +MRM (14 pairs):
®IC of +MRM (14 pairs):
XIC of +MRM (14 pairs):
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1035.8/1186.6 .
1041.1/1186.6 .
1046.4/1186.6 .
1035.8/1578.7 .
1041.1/1578.7 .
1046.4/1578.7 .
1347.2/1429.7 .
1352.6/1445.7 .
1347.2/1728.8 .
1352.6/1744.5 .

reduced sample

Fig. S1. Mass spectra of untreated, oxidized and MsrA-treated SspB central
region peptides from the protein fragments. MASS-SPEC analysis identifies
the oxidized and reduced met residues in peptides in untreated, H,0,-oxidized,
MsrA-reduced samples. Colors correspond to sequences shown in Fig. 7.



