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Lambda Phage Genetic Switch
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lac Operon Gene Regulatory Mechanism
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Apoptosis induced by Fas ligand
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HFPN model of Apoptosis
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Regulatory Pathway for Cell Cycle of Budding Yeast
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HFPN Model of Budding Yeast Cell Cycle
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Circadian Rhythm in Drosophila

(Leloup and Goldbeter,1998)
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Lambda phage genetic switch feedback mechanism
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Lambda phage genetic switch feedback mechanism




lac operon genetic switch control
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Modeling of the protein production process
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lac Operon Gene Regulatory Mechanism
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Positive regulation and Negative regulation
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Usage of hybrid functional Petri net
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HFPN model of lac operon genetic control mechanism
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