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In Data-independent acquisition (DIA) we generate MS1 and MS2 data for all the 
space independently of peptide signals
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https://diaumpire.nesvilab.org
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https://fragpipe.nesvilab.org/

Nesvizhskii’s group

Spectrum-centric DIA data analysis

Yu, Fengchao, et al. "Analysis of DIA proteomics data using MSFragger-DIA and FragPipe computational platform." Nature Communications 14.1 (2023): 4154.
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DIANN 2.2

https://fragpipe.nesvilab.org/

Nesvizhskii’s group

https://skyline.ms

MacCoss Lab

https://github.com/vdemichev/DiaNN

Demichev’s group

FragPipe 23.1 Skyline 25.1

Spectrum-centric DIA data analysis
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Spectrum-centric DIA data analysis
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2. Sample preparation 3. Data Acquisition

Data-Independent Acquisition
2-Da Windows

Orbitrap Astral

Gradient 30 SPD
50-cm µPAC Column

Biological experimentl background



  

Enrich
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Results overview

Heatmap of Enrich Plasma significantly changing proteins (adj.pvalue <0.05)

Heatmap of ENRICH plasma significantly
changing proteins (adj.pvalue < 0.05)

More low-abundant proteins are identified
in the ENRICH plasma dataset



  

3. The enrichment procedure doesn't alter observed protein changes

Comparision of log2 fold-changes of significant proteins in either Enrich or Neat Plasma
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Results overview

The enrichment procedure does not alter the obsrved protein changes



The dataset to be analyzed

msconvert.exe --32 --filter "scanTime [0,300]" --filter "peakPicking vendor msLevel=1-"

mzML
Trimmed mzML file
Gradient first 5 min

10 GB / file 700 MB / file
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The dataset to be analyzed
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