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Comprehensive understanding of the role of giant viruses in the aquatic
microbial ecosystem
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Tara Oceans

NCLDV Nucleocytoviricota

We performed bioinformatics analyses on the biogeography of giant viruses of
the phylum of Nucleocytoviricota based on the large metagenomic data produced gy Tara Oceans. This
analysis suggested a vertical transport of giant viruses at high productivity areas. Prompted by
this observation, we have successfully built a regression model to predict the efficiency of the
biological carbon pump based on the species compositions of viruses in the sea. At some Japanese
coastal areas, we characterized the community of giant viruses (of the group of Imitervirales),
which revealed long-distance dispersal of these viruses. In Uranouchi Inlet, Kochi, we performed
sampling to generate a time series data for the community structures of Imitervirales, eukaryotes
and bacteria. All of these microbe groups showed seasonal cycles, indicatin% tight interactions
between these microbes. Finally, we also successfully isolated six viruses from samples collected in
Kyoto.
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