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RAPD genotyping and drug sensitivity analysis of community acquired
methicillin-resistant Staphylococcus

Chen Rong-zhong, Xiang Rong, Mo He-guo and Xu Ning
(Affiliated Xiaolan Hospital, Southern Medical University, Zhongshan 528415)

Abstract Objective To investigate the drug resistance of community-acquired methicillin-resistant
Staphylococcus aureus (CA-MRSA) to antimicrobial agents commonly used in clinical and its molecular
epidemiology. Methods  Staphylococcus aureus isolated from wound exudates of CA-MRSA patients was collected
and the mecA gene was used to identify MRSA strains by PCR. At the same time, 17 kinds of antimicrobial resistance
were detected. 51 strains of CA-MRSA was typed by random amplified polymorphic DNA (RAPD). Results The
resistance rates of 51 strains of CA-MRSA to erythromycin, clindamycin, and tetracycline were more than 30%.
There were no strains that were resistant to moxifloxacin, rifampicin, linezolid, teicoplanin, vancomycin, quinuprine/
daptomycin, and nitrofurantoin. RAPD typing could be divided into I~V subtypes, and type 1 was the major type
with the frequency of 53.70%. CA-MRSA infections were mainly distributed in general surgery (39.22%) and skin
clinic (27.45%). Conclusion In order to prevent and control the infections of CA-MRSA effectively, antimicrobial
agents should be used rationally. Homology analysis of MRSA using RAPD technique can provide epidemiological
surveillance for infection control in primary hospitals.
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Tab.1 51 cases of CA-MRSA patients in all age distribution
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Fig. 1 PCR results for mecA gene
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Tab. 2 Antibiotic susceptibility of 51 strains of CA-MRSA to 17
antimicrobial agents
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Fig.2 Result of RAPD typing of CA-MRSA strains
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Tab. 3 Distribution of CA-MRSA strains in different

departments
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