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Genome analysis of symbiotic cyanobacteria seen in pelagic dinoflagellates
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Ornithocercus magnificus Histioneis depressa

Pelagic species of Dinophysiales dinoflagellates are known to host symbiotic
cyanobacteria. In this study, in order to know the properties of cyanobacteria in symbiosis with
those pelagic dinoflagellate, we analyzed the genomes of cyanobacterial symbionts of two
Dinophysialse dinoflagellates, Ornithocercus magnificus and Histioneis depressa. Our analysis
revealed that the two symbionts differ in their metabolic abilities (e.g., nitrogen-fixing capacity)
and in their symbiotic status in the natural environments, suggesting that symbiotic cyanobacteria

of dinoflagellates have diversity in their metabolic roles and the strength of their symbiotic
relationships with the dinoflagellate hosts.
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