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Cloning and expression analysis of pyruvate decarboxylase gene in Salvia miltiorrhiza

SHI Ren-jiu, CHANG Zheng-yao, WANG Jian-mei, WANG De-cai
Institute of Medicinal Biotechnology, Taishan Medical University, Taian 271000, China

Abstract: Objective To obtain the full-length of Salvia miltiorrhiza pyruvate decarboxylase (SmPDC) gene, to analyze the
expression differences in various tissues of S. miltiorrhiza after anaerobic stress treatment. Methods The full-length of SmPDC
gene was isolated through sequencing cDNA library, and semi-quantitative RT-PCR was used to detect the gene expression levels.
Results The full-length of SmMPDC ¢cDNA has an open reading frame of 2 190 bp. The deduced amino acid sequence of SmPDC has
605 amino acid residues which form a 64.85 kDa polypeptide with a calculated pl of 5.49. Semi-quantitative RT-PCR indicated that
SmPDC gene was expressed at a high level in root, followed by stem and leaf of S. miltiorrhiza. Anaerobic stress could induce the
expression of SmPDC gene and the expression was increased with the stress time elongating. Conclusion SmPDC is a new member
of the PDC family and plays an important role in anaerobic respiration pathway.

Key words: Salvia miltiorrhiza Bunge. f. alba C. Y. WU et H. W. Li; Salvia miltiorrhiza pyruvate decarboxylase gene; cloning;
expression analysis; RT-PCR
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Fig. 1 Comparison of amino acid sequence of PDC gene in seven plants
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