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In this study, phylogenetic analysis of archaea in the peat bog at Mt. Gassan has been
conducted. rRNA gene analysis revealed that the clones mainly affiliated with four
euryarchaeotic (Orders Methanomicrobiales, Methanosarcinales, Methanocellales, and
Thermoplasmatales) and two crenarchaeotic (soil group 1.1 and 1.2) groups.
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