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Cross-talk among ethylene, very long-chain fatty acids, reactive oxygen

species, brassinosteroid and gibberellin mediates cotton fiber elongation
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Abstract: Fast polarized growth of cotton fiber cell requires biosynthesis of various phytohormones,
biosynthesis of plasma membrane and cell wall components, cell wall loosing and expansion. Study on
phytohormones, the most important regulators, is always a hot topic of cotton fiber development. Here, we
briefly summarized the research progresses in biosynthesis and signaling pathways of ethylene, brassinosteroid,
gibberellin, reactive oxygen species and very long-chain fatty acids, and their cross-talk during fiber cell
elongation.
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