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Phylogenetic analyses of 127 genes from 72 species indicated that centroheliozoan Raphidiophrys
contractilis form a monophyletic clade with Telonema subtilis, cryptomonad, and haptophyte.
Furthermore, the analyses also showed that this group is closely related to Stramenopiles, Alveolates,
and Rhizaria, and R. contractilis is closely related in the supergroup of chromalveolate.
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