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The bacterium isolated from Hirondellea gigas (Shinkaioosokoebi)
Hideki KOBAYASHI** Takahiko NAGAHAMA *?

We tried to isolate microorganisms from Hirodellea gigas which was caught from the Challenger Deep of the
Mariana Trench (dive No.72) using unmanned submersible "KAIKO". Two isolation methods of aerobic and unaerobic
media were used. The growth of the microorganisms was found in not aerobic medium but unaerobic medium. 2-3
types of microorganisms were found in the culture by the microscopic observation. One of these strains were grown in a
slightly aerobic medium. We isolated this strain and determined its 16S rDNA sequence. As the result, this strain was

Vibrio sp. which is widely distributed in the marine environment.
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Arrow indicates the internal organ used for the isolation of microorganisms
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Fig. 2 Phylogenetic tree showing the relationship of 16S rDNA sequences of strain Amp1 and the relat-
ed strains by using the maxinum likelihood method.
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