(®)
2013 2014

Bordetella pertussis fimbriae are regulated by BvgAS system and Pfim structure

Otsuka, Nao
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Bordetella pertussis, the etiologic agent of whooping cough, produces two
serologically distinct fimbriae, Fim2 and Fim3 either one or both. Expression of fimbrial genes fim2 and
fim3 is regulated by the two component BvgAS system, and by the length of poly(C) tract in the promoter
of each gene. In this study, we observed that the Pfim poly(C) distribution does not be affected by
growing medium and antibacterial agents with sub-MIC. In the Bvg+ phase, B. pertussis virulence-activated
genes (vags) are up-regulated, and virulence-repressed genes (vrgsg are down-regulated. We confirmed that
fim2 gene is a vag as previous studies reported, but fim3 behaved as either a vag or vrg, depending on
the Pfim3 poly(C) length and Bvg state.
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