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Elucidation of genomic diversification in Group A Streptococci based on GWAS and
epigenome
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Aiming at elucidation of "strain-specific pathogenicity exertion mechanism"
of group A Streptococcus, 1) we identified a large number of novel SNPs specifically conserved in
virulent strains, ii) virulent-type-specific phage and the foreign pathogenic elements and iii)
phage-derived methylase resulted in the difference of methylation pattern in virulence genes. In
addition, in the diversification of this species, the relationship between the prokaryote acquired
immune system (CRISPR) and the bacteriophage that is the carrier of the pathogenic factor plays a
major role, and deletion of the CRISPR largely affects one within two species. It clarified that it
may became a factor to divide into two groups: virulent and non-virulent clone.
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