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Evolution process of microbes in subseafloor
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Below the seafloor, which accounts for 70% of the Earth®s surface, there is
a unique ecosystem that is different from the surface biosphere, including ocean and soil, and a
huge number of microorganisms have been confirmed to exist. In this study, we investigated how the
ecosystem was constructed in the low energy subseafloor environment by analyzing sediments from
0-600 m below the seafloor. Microbial community structure in subseafloor differed significantly
between anaerobic-eutrophic and aerobic-oligotrophic environments, with the archaea/bacteria ratio
in the former being significantly higher than in the latter. The proportion of archaeal cells in the
total sediment was estimated to be about 37%, comparable to that in the ocean.
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