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I attempted to understand genetics underlying the Symbiodiniaceae diversity.

The symbiotic dinoflagellate Symbiodiniaceae (previously the genus Symbiodinium) live together with
many host organisms in coral reefs, including corals, sea anemones, bivalves, sponges, acoels, and
forminiferans, in addition to existing as free-living cells. They was recently classified into
fifteen major group and one of the reported differences among phenotypes was their capacity to
synthesize mycosporine-like amino acids (MAAs), which absorb UV radiation. We decoded two genomes of
the Symbiodiniaceae. My analysis demonstrated that the genome of the earliest branching
Symbiodiniaceae encodes a gene cluster for MAA biosynthesis, while the terminal branch has

completely lost these genes. Thus, our finding supported that some genes for secondary metabolite
biosynthesis are clustered in the algal genomes.
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