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A genomescalemetabolic network model is a complexcollection of known chemical
reactionsencodedin the genomeof a particularorganism It includesinformation about
stoichiometric coherences, energy requirements and the biomass composition. In
combination with metabolomicsor transcriptomics metabolic modeling allows for the
detection and in-depth understandingof molecular mechanisms and superordinated
regulation networks 1}

Metabolic Switch

Model Prediction

The metabolic model of Streptomycesp. TU6071 consists In general, the bacterial metabolism is optimized for the

—= of 1363reactionsand 1343 metabolites,includingpathways production of biomass. With changing environmental

5 for the production of specific natural drugs With a conditions,extensive changes of the metabolicnetwork take

comparativeFlux Balance Analysis the different behavior placein order to be ableto competeagainstrival organisms,
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Comparisorof the predictedfluxesto genexpression

Left Genesncludedin the modelcolorencodedoy
functionalsubsystem

Right  Correlationof the predictedto the experimentally
measureddata. Green goodcorrelation
yellow. no correlation red: anti-correlation
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