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Molecular mechanisms of severe invasive group G streptococcal infections
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Recent epidemiological studies reveal that invasive infections caused by
Streptococcus dysgalactiae subsp. equisimilis (SDSE), which has Lancefield group G or C antigens, have
been increasing in Asia, Europe and the US. The mechanisms and key virulence factors by which SDSE causes
invasive diseases are poorly understood. We analyzed the SDSE transcriptome in vivo during
intraperitoneal infection in mice using the SDSE specific microarray. The data indicated that SDSE
virulence factors were induced during infection. We also created a deletion mutant of csrS encoding a
global negative virulence gene regulator and the mutant induced severe systemic hemolysis in mice. The
most frequently isolated stG6792 strains secreted abundant SLS and SLO rather than other SDSE emm types.

Our findings suggest that these virulence factors might play an important role in invasive diseases
induced by SDSE.
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