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Figure S7: Phylogeny of the RAS gene.
The alignment of Schierwater et al. was used to infer a single gene phylogeny with RAxML
(LG+F+! model, 100 fast bootstrap replicates). The Gastropoda and Hydrozoa sequences (in

bold) belong to a distinct and very distantly related paralogous family.

Figure S8: Phylogeny of the CO2 gene.
The alignment of Schierwater et al. was used to infer a single gene phylogeny with RAxML
(LG+F+! model, 100 fast bootstrap replicates). The Calcarea and Hexactinellida sequences

are misidentified and are actually from demosponges (see Fig. S1). Similarly, the Ctenophora

sequence is almost identical to the Anthozoa sequence (thus likely also a misidentification). All

three sequences are shown in bold.


