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I Post-translational modifications (PTMs) -
are important in regulating protein
activity in bacteria

MS/MS spectra of PTM peptides are
present in shotgun proteomic data as

PTMs provide clues to cellular activity
and environmental response (i.e.

chemotaxis)

. 1 Experimental dataset from previous study?

Table 2: False discovery rates for 45min control runl (no Cr(VI) added) dataset at various filter : % . % N %
threshold levels (DBDigger values for +1, +2, +3 ions) -

Figure 4: Distribution of PTMs in SO2426 under control and Cr(VI) exposure conditions
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In our study, the database size was 2,751 forward protein sequences with matching reverse
sequence (total database size 5,502 entries)
v PTM search filter thresholds: 2 peptides, 25 (+1), 30 (+2), and 45 (+3) had false discovery rate of
7.1%; and 2 peptides 29 (+1), 34 (+2), and 49 (+3) had false discovery rate of 1.8% ¥
Method 2: Search data with the full-size database and increase the filter threshold levels '

v MS/MS spectra identified by DBDigger were extracted using DTAcopy (Vilmos Kertesz, ORNL) v
.and searched by Sequest Figure 2: Venn diagram comparing peptide
identifications searching for monomethylations
on lysines and arginines with the 45 min control
runl dataset by two different search methods .

A <3.0% peptide false discovery rate for
the dataset was achieved (Table 3)
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Figure 1: Flowchart of the bioinformatic pipeline used to search for post-translational
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