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method provides improved proteome coverage as compared to intact analysis, providing greater opportunity to identify
markers that differentiate closely-related bacteria in complex mixtures.

Salmonella enterica subsp. enterica Salmonella from the * Informative peptide markers were identified by bottom-up proteomics and a set of filtering criteria were applied to the results
genus to serovar level. of BLAST searches against the NCBInr database, yielding 217 markers for Salmonella genus, 122 for S. enterica, 11 for S.
AC kn OWI Ed g ement EVTPFGAALR AAEESAQISQR | IGAADYTILGTVK | VNLIESLESLSVTK Properties of these enterica subsp. enterica, 19 for S. Typhimurium, 3 for S. Saintpaul, 30 for S. Heidelberg, 16 for S. Paratyphi B and 12 for S.
GNTIVGSGSGGTTK INDNQVIDGGESR | TVNYTDATGATK | YDANNVYLAAQYSQTYNATR selected peptides are Muenchen .
The authors would like to thank Christina Ferreira for providing Salmonella isolates and Hsueh-Ying ‘ / ‘ \ provided in Table 3. .. L . e
Chen for scripting a Python program for batch BLAST searches. Typhimurium Saintpaul Heidelberg Paratyphi B Muenchen « Adecision tree classification was derived from Salmonella genus to serovar level. These markers were verified in each of the

Salmonella serovars as well as a mixture of five serovars.



