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Drug Resistance and Homological Analysis

of Important Clinical Bacterial Pathogens
XIN Yi-juan*,SHI Jie-ran”, YANG Liu*, YANG Yu-qi*, XU Xiu-li*,
ZHOU Shan®, HAO Xiao-ke*, MA Yue-yue®
Laboratories;b. Department of Infectious Disease, Xijing Hospital, Xi’an 710032, China)

(a. Department of Clinical

Abstract : Objective

intensive care units of Xijing Hospital. Methods

To investigate the antimicrobial resistance and homology of the 3 clinical bacterial pathogens from the
Collected the clinical infectious pathogens.including 15 Staphylococcus au-
reus,24 Bauman acinetobacter and 22 Pseudomonas aeruginosa from November 2013 to March 2014, Pathogens were identi-
fied with VITEK-32 automatic microorganism analyzer. At the same time, the drug susceptibility testing was performed. The
homology was identified by using automated Diversil.ab System DNA fingerprinting. Results 15 strains of Staphylococcus
aureus could be divided into A1,A2,B and C genotypes. 24 strains of Bawman acinetobacter could be divided into A and C
genotypes. 22 strains of Pseudomonas aeruginosa could be divided into Al,A2.,A3,A4.A5,B.and C genotypes. There was
different resistance among the same strains of different genotypes, and the same genotype strains from different areas had
different drug resistance. Conclusion There was a high relationship between the drug resistance, genotype and the area it

was from. It was suggested that combined analysis these 3 factors might be helpful for full understand the control of the hos-

pital infection.

Keywords : bacterial pathogen;drug resistance; genotype
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