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Significance

Glucosinolates are plant secondary metabolites which play an important role in plant's defense against herbivores. Therefore, understanding the regulation of glucosinolate production is key for
understanding plant-microbe interactions. A major difficulty in the analysis of secondary metabolites is the vast diversity of different chemical structures. Considering the types of biochemical transformations
involved in the biosynthesis of secondary metabolites, in principle an infinite number of chemical structures could be produced.
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for the binding site

If one enzyme can catalyse different substrates, then all the substrates will compete

Based on rapid-equilibrium assumption [5] and conservation of total enzyme concentration, we
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Model development First results
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Current stage:

* Find/estimate the values of the kinetic parameters
to fit the observed production of the different
Met-derived GSL levels in Arabidops

e Study inter-compartment transport of metabolites

» Study feed- back/forward loops regulating the
biosynthesis
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, | |  Parameter estimation using genetic algorithm
derived the steady-state rate equations which has the general form:
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We could see from these equations that production of anything is affected by everything else.
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