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Cloning and Sequencing of gInB and gInZ
Genesfram Azospirillum brasilense

Chen Sanfeng YangHong W angJuan L iJilun
(College of Biology, CAU)

Abstract The gInB and gInZ genes of A zospirillum brasilense Yu62 are cloned by PCR
amplification DNA analysis show s that the nucleotide sequence of the coding region of ginB
gene from A. brasillense Yu62 is sane with that of standard A. brasillense Sp7, while the
nucleotide sequence of the coding region of ginZ gene from A. brasillense Yu62 is 98 8%
identical to that of standard A. brasillense So7. T here are 4 nucleotide bases that are changed
in the coding region of gInZ gene, but thepreticted amn ino acid residues are not changed The
homology of the nucleotide sequencesof gInB and gInZ is 73 2%, w hile the homology of the
amino acid sequences encoded by gInZ and gInB is 66 7%.
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