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Fig. 1 Proportion of each eucaryotic group in the ITS clone library

Algae represented by crossed lines, fungi represented by straight lines and zooplankton represented by dots
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Tab. 1 Statistical analysis of ITS library
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Abstract: The eukaryotic diversity in the sediment sampled from the Okhotsk Sea was evaluated using direct isola-
tion of internal transcribed spacer (ITS) rRNA genes by PCR and sequencing of cloned fragments. It is shown from
the results that the eukaryotic community exhibited high diversity and all of the sequences were from three groups:
algae, fungus and microzooplanktons. The constructions of algal and microzooplanktonic communities were
consistent with previous ecological research results in this area. Interestingly, we found that the fungal community

showed relatively high diversity, which provided clues for further research.
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