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Molecular epidemiology study of ICU patients with Staphylococcus aureus infection
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Abstract: Objective To perform the molecular epidemiology study of ICU patients infected with Staphylococcus aureus(SA) to
provide a scientific basis for clinical infection prevention and research of SA. Methods 52 cases of SA positive culture (excluding
the specimens from same and different parts in the same patient) were collected from ICU in the recent three years. The toxin gene
tst and sec of SA were amplified by using multiple PCR, and the relationships between fever and toxin genes was analyzed. The
DNA sequence of methicillin resistant Staphylococcus aureus (MRSA) genome near infrequent restriction site was amplified by
PCR,and the genotyping of MRSA was performed. Results In 52 patients,19 cases were infected by methicillin sensitive Staphylo-
coccus aureus(MSSA) and 33 cases were infected by MRSA. There were 22 cases of MRSA carrying tst and sec genes(66.7%),
which was significantly higher than 7 cases of MSSA carrying tst and sec genes(P<C0.05). 29 of 37 cases with fever contained tst
and sec genes,and 5 of 15 cases without fever contained tst and sec genes. The proportion of carrying two genes in the fever group
was significantly higher than that in non-fever group(P<C0. 05). The infrequent restriction site PCR(IRS-PCR) genotyping showed
that 22 of 33 patients infected with MRSA had the same genotype during 2012—2014. Conclusion Fever caused by SA may be re-
lated with sec and tst genes. MRSA may outbreaks in this ward in the next three years.
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