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* 9 unique clonal complexes were
identified among 174 isolates.
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mccizt o Gignificant shifts have occurred over the past decade with regarding to the
predominant circulating S. aureus strains and their virulence factor repertoire.

 The once-dominant CC8 (USA300) clone has receded, and with that has come
a significant reduction in some factors once thought crucial for pathogenesis.

* These findings also have implications for infection prevention and control
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 Some lineages (e.g. CC1) are
exclusive to colonization strains.
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