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WZEEERER (FEIL) Preparation method of environmental DNA sample for conservation of the
genetic resource in the deep subsurface biosphere and analysis of biodiviersity harbored in the DNA
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We attempted to extract environmental DNA mainly from ocean drilling core samples
recovered offshore Shimokita Peninsula. The extracted DNA decreased with increasing of
depth but the estimated cell number from DNA amount was not so different from those counted
by microscopy. Thus, It is though that the DNA extraction method was almost successfully
established. We also analyzed to figure out biodiversity based on 16S rDNA and the
predicted metabolic potential from the identified genes in the DNA samples. JS1 and
Chloroflexi were found to be predominant taxa as described previously up to a depth of
100m. In each DNA sample from different depth, 60, 000-80, 000 genes were identified. The
sulfur respiration-related genes and methanogenesis—related genes were highlighted in

sallower and deeper horizons, respectively.
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