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and Its Application in Plant Secondary Metabolic Engineering
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Abstract:

A brief review is given of the progress of the studies on transcription factors in plants under the

following headings: transcription factor genes involved in plant secondary metabolism, transcriptional control of
plant secondary metabolism, and the application of transcription factor gene engineering in genetic improvement

of secondary metabolites.
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Table 1 The isolated and identified transcription factor genes involved in plant secondary metabolism
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