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Abstract In recent years, studies on transcription factors have been paying a great deal of attention in the fields of plant molecular
biology and molecular genetics. The MYB class of transcription factors, which was the largest family in plant, attracted more and
more attention. The MYB transcription factors are also known as transacting factors, which are characterized by a highly conserved
DNA-binding domain-MYB motif. MYB transcription factors generally existed in plants and involved in growth and metabolism
regulation, such as cellular morphogenesis, secondary metabolism and response to biotic and abiotic stresses. In addition, multiple
modes of regulation of MYB transcription factors present in plants, such as protein-protein interactions, polymerase, redox control,
phosphorylation and protein ubiquitination. This article presented a review on structure, classification, function, regulation and
evolution of MYB transcription factors in plants, which will lay a foundation for further research on biological function and
regulatory mechanism of metabolism.

Keywords MYB transcription factor; structure; function; evolution
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Figure 1 Plant MYB transcription factor classes (Dubos et al.,
2010)

Note: I: MYB secondary structure: helix-turn-helix; H: helix; T:
turn; 11:
R2R3-MYB; 112: 1R-MYB/MYB-related; 113: 3R-MYB, 114:
4R-MYB
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