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The mechanism for haem acquisition in periodontal pathogen, Prevotella
intermedia.
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Heam acquisition is the essential for survival of periodontal pathogen,
Prevotella intermedia. Our previous study suggested that the Type IX secretion system (T9SS) might
translocate the essential component for heam acquisition. Here we determined the whole genome
sequence and all genes of P. intermedia. Using the conserved amino-acid sequence motifs for the
T9SS-translocated protein, six candidate genes were defined. By our establish site-directed
mutagenesis, we succeed to generate 5 mutants. One of those mutants showed the defects of
pigmentation on blood agar plates. It indicated that this gene has the essential role for heam
acquisition in P. intermedia.
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