Parallel accumulation - serial fragmentation combined with data-independent acquisition (diaPASEF):

Bottom-up proteomics with near optimal ion usage
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Highlights
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Standard DIA acquistion schemes utilize only a few percent of the ion current

4,550 4,600 4,650 4,700 by cycling through segments of the precursor m/z range.
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diaPASEF makes use of the correlation of molecular weight and ion mobility in
Single Run Proteome Quantification a trapped ion mobility mass spectrometer (timsTOF Pro).

120 min, 200 ng Hela Mixed proteome quantification Synchronizing ion mobility separation and precursor selection allows to
sample up to 100% of the peptide precursor ion current.

lon mobility-aware targeted data extraction increases the specificity for pre-

_ cursor identification.
diaPASEF

| precursor selection Single run analysis of whole proteome digests and mixed organism samples

demonstrates deep proteome coverage and exceptional sensitivity.
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