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Spectral libraries are increasingly used for peptide identification as i B Egég ~ Median %CNarr oo | |- e 2 - Son Glyoxylate Shunt
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generated from experimental data tend to emphasize peptides that are &

Quantitative and Qualitative Results

most likely to be observed in typical in vivo experiments and may even
preserve characteristics of the underlying biological system. We report
a third library generation strategy that builds upon the benefits of
existing empirical strategies by implementing orthogonal, multi-
dimensional protein and peptide separation techniques to acquire a
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Peptides were analyzed by multidimensional 2D-RP/RP-HDMSe on a
Waters nanoAcquity UPLC and a SYNAPT-G2S HDMS system using data-
independent acquisition methods. Assignment of HDMSe spectra to
peptide sequences and label-free quantitation were performed using

comprehensive HDMSe spectral library data set for E. coli. y -~ B e " Log10(Protein Molecular Weight) . .
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