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Studies on key microorganisms and molecular mechanism of methanogenic consortium
directing enhansed oil recovery techniques
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Methane fermentation from crude oil could be one of oil recovery strategies. We
have constructed methanogenic community amended with alkane, which is a major component of oil, as a
substrate to elucidate key microorganisms and molecular mechanisms there. Pyrosequencing analysis on 16S
rRNA gene revealed that uncultured Peptococcaceae bacterium and aceticlatic methanogen were predominated
in the methanogenic alkane-degrading culture. In addition metagenomic analysis demonstrated that
uncultured Peptococcaceae bacterium might have genes relating to hydrocarbon degradation in anoxic
environments and homoacetogenesis, indicating that this microbe could be involved in the degradation of
alkane coupling to acetate production. Produced acetate might be converted to methane by the aceticlatic
methanogen.
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