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Analyses of microbial diversity in the sediment obtained from Japan Trench at

a depth of 7,326 m, and high pressure cultivation.

Chiaki KATO ** Miki YANAGIBAYASHI **
Yuichi NOGI ** Koki HORIKOSHI **

W gat succted 10 obiain the decp-sea sediment sample fromn the Japan Trench deepest sea bottom {depth of 7,326 m) using unmanned submersible,
"EALRO" system, without microbial comamination. DMAs were extracted directly from the sediment sample and 163 ribosomal RMNA gene se-
quences were amplificd, cloned and sequenced. The results indicited that 14 different sequences were obtained and most of them belonged into e
gamma-Provcobacteria branch, This sample transfered (o the DEEPBATH systen to cultivate continually under 68 MPa condition and a1 3T inihe
two Kinds of media (Marine Broth; MB, Sulfaie Reducing Bacterial mediom: SRE). separately. From the SRE cultivation, Sheveanella bertea and
s related piezophilic bacteria were observed, howewver, from the MEB cultivation, novel piczophilic genug could be abserved by 165 rDMA analvsis,
Thiz nowvel genus produced anoant of docosahexacnoic acid (DHAY in their Bty acids fraction, and this genus was not adentfied by sedimem DA
analysis. This suggested that this genus should be existing minor amount in the sediment, and the DEEPEATH system could be useful 1o recover such
difficult culturable piczophiles,

Key words : Japan Treach, Microbial diversity, Prszophilic microorganisms, DEEPBATH svstem
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