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Research of microbe in the deepest subsurface biosphere based on RNA
analysis
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To clarify bacterial diversity in the geological static deep-sea
sediment, 1 tried to extract RNA to make cDNA libraries. The Automatic Bottom Inspection
and Sampling Mobile “ ABISMO” succeeded sampling at the deepest Mariana Trench, however,
the included microbe was lower amount than previous report. Then, preliminary experiment
was performed using the sediment in the static lzu-Ogasawara Trench. The population of
Chloroflexi surrounding giant protist was significantly lower than the plain sediment,
suggesting that bacteria in the activity state were distributed heterogeneously in the
geologically static environment by coexistence with the large-sized creature.
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Number of clones in phylogenetic groups

Bacterial division

Xeno + rDNA_Xeno + rRNA__Sediement rDNA_Sedisment rRNA

& -protecbacteria 88 4 57

¥ —protecbacteria 24 63 32 32

& —protecbacteria 22 50 25 45
Acidobacteria 23 32 18 16
Gemmimonas 6 34 4 19
Others 5 22 1 1
Bacteroidetes 6 5 1 8
Actinobacteria o 5 9 2
Chloroflexi 1 ] 2 12
Planctomycetes 4 12 o 2
Candidate divisian NKB19 3 2 1 4
Candidate division WS3 o 1 1 6
B -protecbacteria 2 0 4 0
Candidate division OP3 2 0 2 1
Chlerobi 1 1 L] 1
Candidate division SR1 2 0 1 [1]
Termite group [ 2 1 o 0
Candidate division TM§ 2 0 1 0
Verrugomicrobia 1 2 [1] L1}
Nitrospira 1 0 0 1
Gandidate division GV 0 0 1 L]
Firmicutes 1 0 [1] [1]
Marine Group A o 1 0 0
Candidate division OD1 0 0 L] 1
Gandidate division OP10 o 0 L] 1
Candidate division OP11 o L] 1 [1]
Candidate division PBS3 o 1 o o
Candidate division TM o 0 1 L]

Total 128 326 117 218
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