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Abstract 99 2808

Methicillin-resistant Staphylococcus aureus, a well-known nosocomial pathogen in
tertiary healthcare facilities, can cause severe life-threatening symptoms. Nowadays,
prevention and control of the outbreak related to the hospital-acquired infection needs
molecular information to distinguish and definitely define a real etiology. For the last decade,
molecular techniques have been developed and applied to an epidemiological study for
infection disease. Among them, polymerase chain reaction-based typing techniques are most
feasible to be used as molecular tools in clinical microbiology laboratory in Thailand. In this
study, PCR-based typing methods, including SCCmec typing, variable numbers of tandem
repeats typing of hypervariable region downstream of mecA (HVR) locus and spa gene, and
determination of 11 virulence genes (sea, seb, sec, sed, see, seh, seg, sei, seo, tst-1, lukSF-
PV) were applied in order to determine genetic background, major endemic ciones, and
dynamicity of MRSA in a University Hospital. A total of 296 MRSA isolated from 142 patients
of Srinagarind Hospital during October, 2007 through March, 2008 were characterized by the
PCR-based typing methods described earlier. Five SCCmec types were identified as type-lli
(56.8%), type-lllIA (34.5%), type-ll SCCmec (6.1%), type-lll DCS (1.4%), and type-| variant
(1.4%), respectively. HVR, spa and agr typing differentiated MRSA into 13, 3, and 3 types.
The most prevalence of virulence gene detected among these isolates was sea encoding
stacphylococcal enterotoxin A. Combination of all genetic markers could identify three major
clones, type-lll SCCmec-HVR15-spa7-sea (37.2%), type-lllA SCCmec-HVR7-spa7-sea
(13.2%), respectively. Medical wards and medical intensive car unit were identified as
endemic area of these two clones. Mapping of appearance of certain MRSA strains in various
wards against 6 month interval revealed dynamicity of the principal clone. Research
information in this study may be applied to infection control measure and lead to development

of suitable PCR-typing techniques for MRSA in clinical laboratory.





