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1. Fundamental Modeling Symbols
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Fig. 1 Hierarchical regulatory network
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2. Construction of Hierarchical Regulatory Network
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3. Dynamic Simulation Module
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1. Central Metabolic Network of E. coli
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2. Combination of Hierarchical Regulatory Network and Dynamic Simulation Module
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Glucose®} lactose’} SHA| £A)sl= 7oA E. coliE simulationst”] ¢3i4, =71x74
(biomass : 0.011 g/, glucose : 1.6 mM, lactose : 5.8 mM, delay time : 0.5h)¥} SIStz

(glucose : 6.5 mM, lactose : 3.0 mM, Oxygen : 15.0mM)S 3} 31 th.
3. Glucose and Lactose in Medium
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