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13C-fluxomics

|:> Quantification of the actual rates of (bio)chemical reactions within metabolic networks
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|:> Quantification of the actual rates of (bio)chemical reactions within metabolic networks

Fundamental knowledge
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|:> Quantification of the actual rates of (bio)chemical reactions within metabolic networks
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Data processing & flux calculation: a functionnal overview
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Objectives and strategy
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Workflow implementation
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The minimal workflow
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The minimal workflow
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The minimal workflow
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Results: a first functional worklow
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Results: a first (minimal) worklow
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Concluding remarks

« Development and implementation of standalone tools for metabolic studies
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Concluding remarks

« Development and implementation of standalone tools for metabolic studies
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An automated workflow for high-throughput BC-fluxomics

Fluxomics Workfiow
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Results and discussion
The data needed for flux calculation: Flux model
1. Flux Model: Model containing information on the reactions within the network (stoechiometry
and carbon transitions) as well as information on the labelled substrate(s), constraints on the
model, etc T -
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the metabolic network ‘ ."II i i“lll
3. Extracellular flux measurements: Uptake and production fluxes calculated from biomass and °
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Conclusions = | /
Reproducible and high-quality **C-fluxomics experiments are critical for functional studies of metabolic systems, as well as for identifying metabolic levers to optimize
P for drug industrial i and fi understanding of bolism. The of an workflow for data
processing and flux ion enables il high. i ic flux analysis. The flexible microservice architecture allows for future integration
of new approaches and customization, helping scientists apply it to a wide range of biological questions and keeping this work relevant for years to come.
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