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Table 1 Main non-coding RNA of regulation on plant epigenetics
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Research Advances on Plant Epigenetics

WEI Rong-chang™? , TANG Qi' ,MA Xiao-jun’"** ,ZHAO Huan? ,QIN Xijun’? , TU Dong-ping®
(1. Guangxi Botanical Garden of Medicinal Plants,Nanning,Guangxi 530023 ;2. Institute of Medicinal Plant Development,Chinese Academy of
Medical Sciences and Peking Union Medical College, Beijing 1001933 3. Yunnan Branch of Institute of Medicinal Plant Development, Chinese

Academy of Medical Sciences,Jinghong, Yunnan 666100)

Abstract ; Epigenetics is a new branch field of genetics that study the gene function changes of inheritance through meiosis

and (or) mitosis without DNA sequence changes. Plant growth was affected by epigenetic, so far, epigenetic of various

plant had been studied. At present, the researchers were mainly concentrated in the aspects such as DNA methylation,

histone code,chromatin remodeling, genomic imprinting and non-coding RNA regulation. The research advances on plant

epigenetics were discussed and prospected.

Key words : epigenetics ; DNA methylation; histone code;chromatin remodeling; genomic imprinting ; non-coding RNA
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