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Research Progress of Molecular Regulation Mechanism in the Development of Plant Trichomes
CAO Min et al

Abstract The trichome is one of the core factors to protect plant from the environmental stress conditions and acts as buffer zone between

(College of Agronomy, Northwest Agriculture and Forestry University, Yangling, Shaanxi 712100)

plant surface and environment. Furthermore, the specificity of developmental and differentiation of the trichome cell make it one of the optimal
system to study the regulation of cell development and cell fate determination. Recently, the development of the molecular regulation mecha-
nism of trichome developed quickly with the improvement of the techniques in life science, specially in Molecular Biology. Some genes related
to trichome have been cloned from modern plant Arabiopsis and their functions are also known well now. Those results provide the theoretical
guidance for complex trichomes in plants and agricultural breeding. In this review, we want to show the molecular regulation of trichome devel-
opment by its developing time, the factors that effecting trichome development, and the development of the trichome in other plants. Thus we

hope this review would offer the recent developmental information of the plant trichome without secretary gland to people and researchers.
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