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Foundation of virus oceanography based on comprehensive virome analysis

Yoshida, Takashi
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Marine microbial viruses change the carbon flux through lysis of the host
and are involved in the in the global carbon cycle. In this subject, we applied our comprehensive
viral metagenomic (virome) analysis method to analyze microorganisms and virus communities at high
resolution and build a foundation for understanding a new marine ecosystem. First, we constructed a
method to search for viruses infecting a marine dominant lineage Bacteroides from the
host-unidentified viral genomes by bioinformatics and found 81 viruses. By applying this method, we
analyzed monthly microbial and viral community changes in the Osaka Bay for two years. The potential

host-virus interactions showed seasonal variation and were visualized as one-to-many pairs.
Furthermore, 13 new freshwater cyanobacterial viruses were found by this method.
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