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Tidal flats of Ariake sea are in a concern over the sulfide concentration
exceeding tolerable limit for favorable condition of animal’ s life. Sulfide
is mainly produced by sulfate-reducing bacteria (SRB) while decomposing
organic matter. Naturally, sulfide is reoxidized by coexisting sulfur-oxidizing
bacteria (SOB) and creating a balanced sulfur cycle. Human activities on
the environment affect the composition of bacterial communities. Sediment
samples from conserved tidal flats, the mudflat Midorikawa and the sandflat
Shirakawa, were examined to reveal the structure of sulfur bacterial
communities. Culture-independent approach was applied to obtain a clone
library from the sediments extracted DNA. The library was built based on a
marker gene which is responsible in both sulfur oxidation and reduction, the
aprA gene. The 175 clones were identified as members of alpha-, gamma-
and deltaproteobacteria. Six clones were identified as SRB, while the others
were identified as SOB. About two-thirds of the SOB clones were identified
as uncultured gammaproteobacterial FM879003. This indicated that the
FM879003 related SOB were dominant among sulfur bacteria at both area and
might play an important role at Ariake Sea tidal flats.
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Dynamics of Rhodococcus erythropolis NDKK6 during bioremediation.
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