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Cloning and Sequence Analysis of pgsA Gene of Bacillus subtilis

WEN Hai-yan' , QIN Xiao-bing* ,WEN Jiarrxin' ,SHAN Hu' ,NIU Jirrguo® ,NIE Yuxia
(1. College of Animal Science and Technology,Qingdao Agricultural University,Qingdao, Shandong,266109, China;
2. Institute of husbandry and veterinary,Agricultural Academy of Shanxi, Taiyuan, Shanxi,030032, China;

3. Sericulture Research Institute of Shandong Province, Yantai ,Shandong,265147, China)

Abstract :Based on the pgsA gene of Bacillus subtilispublished in GenBank ,a pair of primers were des gned
and 1 225 bp fragment of Bacillus subtilis pgsA gene was amplified from chromosome DNA of the bacteria
by PCR. The amplified partial gene of pgsA was purified and cloned into pMD18- T vector and the postive
recombinants were identified by blue-white screening and restriction endonuclease digestion ,and then the
gene was sequenced and analyzed. The result showed that pgsA gene is about 90 % identical to the other
smilar sequencesfrom GenBank ,while 94 % at the amino acid level s. Phylogenetic treeindicated that tested
strain is the nearest relative to Zhejiang strain. In addition ,the pgsA protein was analyzed with ProtScale
software ,there is one transmembrane domain near its N terminus ,which suggeststhat it be a good path for
further establishing transmembrane express ng systems and development of new oral vaccine.
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