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Review on the Relationship Between Core Pathway of Glucosinolate
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Abstract: Glucosinolate is a set of specific and vital secondary metabolite in Capparis spinosa(Capers) and
Brassicaceae family. In plant, glucosinolate synthesis includes three steps: side-chain elongation of amino
acids, formation of the core structure and secondary side-chain modifications. By use of gene mutants corre-
sponding to post-aldoxime enzymes on the core pathway of glucosinolate synthesis, it is clear that core pathway
of glucosinolate synthesis finely tunes the homeostasis of plant auxin TAA.
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Fig. 2 The core pathway of glucosinolates (Bold parts represent new formed bonds)
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