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Epidemiological study on infection of methicillin-resistant Staphylococcus aureus
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[Abstract] Objective To investigate the infection of methicillin-resistant Sta phylococcus aureus (MRSA) in pa-
tients in a hospital and environmental contamination of MRSA, and study the possible sources and transmission
routes with homology analysis of MRSA isolates collected from patients and environment. Methods Sta phylococcus
aureus were identified by Vitek-2 system, MRSA were identified by cefoxitin disk diffusion method and mecA PCR,
homology of MRSA isolates was analysed with randomly amplified polymorphic DNA (RAPD) analysis. Results A-
mong all isolates of Staphylococcus aureus, the isolation rate of MRSA from clinical and environmental samples was
58.54% (24/41)and 38. 10%(16/24) respectively. The numbers of amplified DNA fragments by RAPD were 4~
6, typing rate was 100%. Based on clustering analysis, 24 clinical strains were divided into 4 types,and the main
type was type | (14 strains); 16 environmental strains were divided into 3 types,and the main type was also type [
(13 strains). 4 patients in burn unit and 4 patients in neurosurgical department and environment isolated homologous
strains. Conclusion The isolated rate of MRSA in patients and environment in this hospital was high, the dominant
epidemic strain of MRSA was type | and clone spread might exist. Extrinsic route was the main source for nosoco-
mial infection caused by MRSA.
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Figure 1 mecA gene amplified by PCR
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Table 1 Sources of 40 strains of MRSA
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Lethkl 8 + (mecA £:H) - + + - + _
ROk 22 + (mecA B2 - - - - - -
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s e 19 + (mecA £H) a5
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Figure 2 RAPD-DNA maps of 24 and 16 strains of MRSA isolated from clinical patients and environment respectively
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