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Methanogenic potential of subsurface coal field
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Methanogenic potential of microbial communities in lignite seams was
investigated to reveal the mechanism of methanogenesis from low molecular weight organic compounds.
The results of microbial community analysis of lignite formation water and enriched methanogenic
cultures suggested that Methanobacterium, Methanoculleus and Methanolobus, which dominate the in
situ lignite seam, are responsible for methanogenesis from low molecular weight organic compounds.
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Subsurface Cultivation and Gasification (SCG) - What is the condition for the successful generation of biomethane in the
SCG?
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