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DNA methyltransferases confer salt stress tolerance in Arabidopsis thaliana
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(1.College of Life Science, Shanxi Normal University, Linfen 041004, China; 2. Higher Education Key Laboratory of Plant Molecular and Environmental
Stress Response, Linfen 041004, China)

Abstract: In order to explore the function of DNA methylation in the process of plant response to salt stress, the
phenotype of DNA methyltransferase mutants was observed under salt stress. It was found that drmldrm2cemt3 triple mutant
was more sensitive to salt stress when compared with wild—type, while the drm1drm2 double mutant and cmt3 single mutant
showed no significant difference. Quantitative PCR results showed that cellulose synthase ATCSLAI and ATCSLA10 were in-
duced by salt stress in wild-type, but the induced expression was weakened visibly in the triple mutant. The above results
indicate that DNA methyltransferase may indirectly up—regulate the expression of cellulose synthase, thus regulate the level
of cellulose synthesis, and finally confer plant salt stress tolerance.
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Fig.1 Phenotype analysis of ddc, drmldrm2 and cmt3 mutants of Arabidopsis thaliana under salt stress
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Fig.2 Expression of salt stress induced genes in wild-type and ddc mutant of Arabidopsis thaliana
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