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Microbial diversity of the bacterial mat sediment at a depth of 3,100m
in Japan Sea

Shizuka ARAKAWA* ¢ Chiaki KATO*”  Yuichi NOGI*® Yukinobu OKAMURA*?®
AkiraTAKEUCHI*'®  Ron USAMI*® Koki HORIKOSHI|*¢- *

Bacterial mat sediments were collected from at a depth of 3,100m in Japan Sea by the manned submersible SHINKAI
6500 (dive #624, July 2001). We analized the microbial diversity of the bacterial mat sediment. Using the DNA extract-
ed directly from the bacterial mat sediment samples, 16S rDNAs were amplified by PCR. The sequences of the ampli-
fied 16S rDNA selected by restriction fragment length polymorphism analysis were determined and compared with
sequences in DNA databases. From the sequencing results, the bacterial mat sediment samples found abundantly delta-
Proteobacteria and suggested that sulfate-reducing bacteria and sulfur-oxidizing bacteria existed. All the bacteria isolat-
ed from high pressure conditions were the genus Moritella. However, the bacteria isolated from atmospheric pressure
condition were not only contained the genus Moaritella but also the genus Shewanella, Colwellia, and Pseudomonas.
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Fig. 3 Phylogenetic analysis of the cold seep bacterial community based on the 16S rDNA sequences. The bacterial
sequences contained in bacterial mats are indicated by green. The isolated bacteria from high pressure cultivations
and atmospheric conditions are indicated by red and blue, respectively.
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