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MS-based proteomics data analysis workflows

Many papers 
comparing 

software tools
From developers

From users



Discuss how to compare software tool performances

Perform comparisons in an homogenized fashion
Share data

Continuous comparison of data analysis workflows used by the community
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ProteoBench structure



One module per comparison (with its own dedicated data)



One module per comparison (with its own dedicated data)

One main figureOne data set



Contribution of the entire community
(discussion on metrics, development, curation…)

Add workflow outputs

Discuss how to make the comparisons

Design new modules

https://github.com/orgs/Proteobench/discussions



Precursor quantification with DDA
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ProteoBench is still in development: there may be some disruption in the next few weeks. 
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Software versions
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New modules in preparation
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Open public discussions for the choice of data (sample, 
instrument, acquisition methods, …) and metrics/plots.
Several modules allow complementary metrics and 
dataset properties

Developers have access to raw data and other tools 
outputs
Users can evaluate changes between versions, 
parameters…



Going deeper with the available data
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E. Coli = 5% in A and 20% in B
Yeast = 30% in A and 15% in B



marie.locard-paulet@ipbs.fr
robbin.bouwmeester@ugent.be


