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i Knowledge on anaerobic microbial communities degrading hydrocarbon is of
great importance to recover crude oil remaining in oil fields and remediate crude oil contaminated

subsurface environments. The purposes of this study were to identify and obtain aliphatic
hydrocarbon degrading anaerobes under methanogenic condition and to understand microbial diversity
in anaerobic hydrocarbon degrading microbial communities. Metagenomic analysis using enrichment
cultures amended with diesel oil or n-alkane mixture indicated the presence of core microbiome
involved in the n-alkane degradation under methanogenic condition. In addition, toluene-degrading
dissimilatory sulfate reducing bacteria was isolated and its genome was sequenced.
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