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Overview:

The use of data-independent acquisition (DIA) in
guantitative proteomics has been shown to provide

Methods:

Sample mixtures of 3-organisms were created and
separated into 6 fractions consistent with Navarro, Nat.

Results:

This resulted in a spectral library with 152,417 unique peptide
precursors with stored MS/MS spectra, retention times and ion mobility.

The document

targets

12,717

proteins and 143,335 precursors

Figure 7: Within condition (A or B) CVs for peptides detected in 3 runs at < 1% FDR.
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Figure 8:LFQbench quantitative accuracy and precision plots.
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