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Abstract
factor encoded. [ Method ] We constructed Pseudomonas oprD using pEX18GM plasmid as the vector of gene knockout.The mutant strain with

[ Objective ] To construct Pseudomonas virulence gene (oprD) deletion mutant,and lay the foundation of function for the virulence

target gene deletion was screened by homologous recombination and activation of suicide gene.The plasmid pPBBRIMCS-2 was used as the vec-
tor of target gene complement,and the complement vector was constructed. [ Result ] The results showed that the mutant strain was subjected to
gentamicin and chloramphenicol double resistance plate.Through sucrose plate screening and PCR identification , the oprD gene deletion mutant
strain was successfully obtained.Similar operation obtained the complement strain gene deletion mutant strain.|[ Conclusion ] The successful con-

struction laid a foundation for further study of toxicity mechanism.
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