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[ Abstract] Objective To conduct the molecular typing of multi-drug-resistance Pseudomonas aeruginosa by u-
sing the multi-loci VNTR analysis to provide the basis for the traceability the nosocomial infection caused by Pseudo-
monas aeruginosa and epidemiological survey and research. Methods 12 VNTR loci were screened from the Pseudo-
monas aeruginosa genome and the PCR primers were designed. 98 strains of multi-drug-resistance Pseudomonas
aeruginosa were perfromed the PCR amplification by using the above primers and the products were conducted the
capillary electrophoresis. The repeat numbers of various loci were calculated according to the products size and the
phylogenetic tree was constructed for conducting the data analysis. Results The diversity index(DID of 12 loci ranged
from 0. 45—0. 88,and 98 strains of Pseudomonas aeruginosa were grouped into 5 clusters,88 genotypes. The isolates
from the same ward presented certain homology. Conclusion The multi-loci VNTR analysis presents higher discrimi-

nation power and suitable for genotyping and traceability research of Pseudomonas aeruginosa,and has good applica-

tion prospect.
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