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Methods and Progress on Plant DNA Methylation

CHEN Xi, WANG Rui,DING Guo-hua
(Heilongjiang Key Laboratory of Plant,College of Life Science and Technology , Harbin Normal University, Harbin, Heilongjiang 150025)

Abstract: On the basis of a detail introduction of the mechanism,theory and methods of DNA methylation, the important

issues about DNA methylation at home and abroad were described;genes differentially expressed of the same species and

DNA methylation and DNA demethylation of RNA-mediated under different stress conditions of salt stress,IN treatment,

heavy metal treatment, heat and drought stress and so on were analyzed. A variety of detection technologies of plant DNA

methylation level were introduced, especially on the basic theory, procedure and examples of MSAP; the plant DNA

methylation was also prospected.
Key words ;: DNA ;methylation ; progress ; method ; MSAP
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