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Integrated approach for elucidating molecular actions of flavonoids in
endoreduplcation and development
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Plants produce secondary metabolites that significantly affect biological
systems in diverse organisms and are beneficial for microbes, plants, and animals. Despite the
importance of flavonoids to various biological systems, their role, particularly in gene regulation,

is largely unknown. However, identification of flavonoid-associated proteins is technically
challenging since affinities between small molecules and proteins are relatively low. To overcome
the problem, 1 used an innovative method called phage display coupled with next-generation
sequencing (PD-Seq), which I have developed to successfully dissect individual metabolite-protein
interactions. Successfully, more than 2,000 amino acid sequences were identified as potential
targets of flavonoids. These results lead me for further elucidation of the biological processes
underlying development and flavonoid interactions.
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