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Molecular Cloning and Expression Analysis of a Polygalac turonase pspgl from

Phytophthora sojae
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Abstract : Soybean blight is a worldwide disease, which impacted on agriculture of China and other countries badly, and
caused enormous loss on economy. In order to explore the pathogenic role of polygalacturonase from Phytophthora sojae,a
polygalacturonase gene pspgl was cloned from P. sojae by using PCR. And the phylogenetic tree of pspgl was constructed
with PAUP software. Then the expression of pspgl in soybean was analyzed by RT-PCR. The results showed that the length
of open reading frame of pspgl was 1236 bp,which encoded a protein of 412 amino acid residues. The result of evolutionary
analysis indicated that pspgl was gathered with other pg genes from other oomycetes,which formed an independent branch.
More importantly, the evolutionary analysis further defined the status of oomycete in the evolution of the nature. RT-PCR
was performed and the results demonstrated that pspgl expressed in hypocotyl of inoculated soybeans,and the expression was
increasing with extending of inoculated time. However,pspgl was not detected in hypocotyl of healthy soybeans. In this pa-
per,a polygalacturonase gene pspgl was cloned,and sequence of pspgl was analyzed. In addition,pspgl was detected in hy-
pocotyl of inoculated soybeans,which testified that pspgl played an important role in pathogenic process of P. sojae.
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