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During the search for a regulatory mechanism of exfoliative toxin in Staphylococcus
aureus, 1 found two novel transcriptional regulators and designated it SptA and SptB.
This study suggest that the SptA globally regulates various pathogenic factors by
suppressing the expression of RNAIII that is most important key factor for a production
of pathogenic factors in S. aureus. On the other hand, SptB represses the expression of
exfoliative toxin by directly binding to the internal region of exfoliative toxin gene.
These results propose a novel regulatory mechanism for the production of staphylococcal
pathogenic factors.
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