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- Integrate the minimal set of tools for stationary 13C-

fluxomics  

- Extend the workflow to cover upstream computational 

steps and additionnal approaches  

Strategy:  

 Creation of automated computational workflows  
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The minimal workflow 
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Results: a first functional worklow 
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SBML model 

Results: a first (minimal) worklow 

metexplore.toulouse.inrae.fr Data from Berges et al., 2021 
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• Enhanced flexibility, maintainability and scalability through microservice 
architecture 
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Session 5 – Poster 38 

Thank you for listening! 


