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• Figure S1. Example PSI-MS spectra obtained from OxWR lysates representing 4 of the strain-specific features: 

m/z 99.0198, 125.0545, 134.0647, 188.0673.  1 m/z windows centered on the targeted ion show competing ions 

at similar or much larger intensities, making MS/MS isolation even on HRMS difficult for identification purposes. 

BPI indicates Base Peak Intensity. Asterisk (*) indicates ion of interest and associated intensity level.

• Table S1.  Parameters for PSI-MS instrumentation and methodology used for this study

• Table S2.  Predicted chemical formula, adduct, and identification information for strain-exclusive features from 

CEU Mass Mediator screening the Human Metabolome Database, KEGG, Metlin, and Lipid Maps for exact mass 

matches (5ppm) to common ESI(+) adducts of known metabolites and lipids.
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Figure S1.  PSI-MS spectra obtained from OxWR lysates representing 4 of the strain-specific features: m/z 99.0198, 125.0545, 134.0647, 188.0673.  1 m/z windows centered on the 

targeted ion show competing ions at similar or much larger intensities, making MS/MS isolation even on HRMS difficult for identification purposes. BPI indicates Base Peak Intensity. 

Asterisk (*) indicates ion of interest and associated intensity level.



Table S1.  Parameters for PSI-MS instrumentation and methodology



Table S2.  Predicted chemical formula, adduct, and identification information for strain-exclusive features from CEU Mass Mediator screening the Human 

Metabolome Database, KEGG, Metlin, and Lipid Maps for exact mass matches (5ppm) to common ESI(+) adducts of known metabolites and lipids. 


