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Regulation of plant MYB transcription factors in anther
development
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Abstract: MYB transcription factor is one of the largest transcription families and involved in plant growth and development,
stress response, product metabolism and other processes. It regulates the development of plant flowers, especially anther
development, a key role in the reproduction of plant progeny. Here, we discuss the regulatory effects of MYB transcription factors on
the development of anther, including tapetum development, anther dehiscence, pollen development, carbohydrates and hormone
pathways. We provide a reference for the further study of the regulation mechanism and network of plant anther development.
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Fig. 2 Schematic diagram of MYB transcription factors regulating anther development.
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