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noses of healthy individuals with limited healthcare contact
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Methods: Nasal swabs (eSwab Copan®) were

among S. aureus and CoNS in healthy individuals, supports

obtained from 243 students without any previous
hospital contact (ethical approval number REC949

by RCSI Research Committee). All the samples

Conclusion: The occurrence of similar SCCmec elements
the evidence that CoNS are a reservoir of mobile genetic
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extent of their similarity.
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