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Cloning of SmMWRKY 65 from Salvia Miltiorrhiza and Its Genetic

Transformation in Arabidopsis Thaliana
YU HaiZheng* » GUO Wanli** . CHEN Yangyang® » XUE Qingjing* » LIANG Zongsuo®"
(a. College of Life Science; b. Zhejiang Province Key Laboratory of Plant Secondary
Metabolism and Regulation, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract: To investigate the biological characteristics of WRKY family gene in Salvia miltiorrhiza
(Lamiaceae), we screened out SmWRKY65 which responds to methyl jasmonate (MeJA) from Salvia
miltiorrhiza transcriptome bank through bioinformatics method, detected tissue and organ expression
characteristics of this gene throygh real-time fluorescence quantification of PCR (RT-qPCR), and then
adopted floral dip method to transfer the gene into Arabidopsis thaliana. The results indicate that, the
length of SmMWRKY65 gene coding region is 867bp; 288 amino acids are encoded; SmWRKY65 contains
WRKY conserved structure domain and C; H, zinc finger structure domain; SmWRKY65 belongs to the Ila
subgroup of WRKY family. SmWRKY65 is expressed in roots, stems, leaves, flowers and so on, and the
expression quantity is the highest in leaves and stems. SmWRKY65 expression differs in each tissue and
organ in May and October. Finally, some transgenic Arabidopsis strains with SmWRKY65 were
produced.

Key words: Salvia miltiorrhiza; Arabidopsis thaliana; SmWRKY65; gene cloning; genetic

transformation
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