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Comparative genomics of metabolic strategies and speciation in genus Hydra.
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3,400,000

Homeobox

To elucidate the mechanisms of adaptation and speciation in animal
evolution, we performed comparative genome analyses among cnidarians and between closely related
species using hydras, which have different nutritional acquisition strategies depending on the
species. The genus Hydra includes green hydras, which established mutualistic relationship with the
symbiotic Chlorella, and brown hydras, which are predatory and have relatively large body. Their
genomes are thought to reflect different survival strategies. In this study, we show differences in
the distribution of RNA transposons in the genome of green hydra compared to that of brown hydra, an

increase in the number of genes and domain complexity of innate immunity genes, and a gradual loss
of genes related to body plan such as homeobox genes, and clarify the phylogenetic evolution and
speciation from a genomic perspective.
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