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Pathogenicity acquisition mechanism of oral streptococci via gene transfer and
expression of cytolysin genes
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In oral streptococci such as mitis group streptococci (MGS) and anginosus
group streptococci (AGS), we investigated the search and characterization of unknown molecule of
hemolytic cytolysin (HL), the relation between the regulation of HL expression and the
pathogenicity, and the mechanism of pathogenicity acquisition via HL gene transfer in S. mitis (SM).

In a S. infantis strain belonging to MGS, a HL that is most-closely related to 5 domain-type
cholesterol-dependent HL (5D-CDC) of SM and shows quite similar property to 5D-CDC was discovered.
This suggests the HL gene transfer among MGS species. Moreover, it was suggested that SM might
obtain pathogenicity via HL gene transfer that IS participated in, because the 5D-CDC gene transfer
was detected by cultivation of a SM strain with no HL gene in the presence of the genomic DNA from
the strains with 5D-CDC gene and IS at the adjacent loci and a competence-stimulating peptide of SM.
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