Figure S2. Large-scale estimate of inhibin/activin phylogeny. A) Maximum likelihood (ML)
estimate of phylogeny for genes retrieved from annotated animal genomes by BLAST (Altschul
et al., 2009) searches. The alignment included only the TGF domain of genes that have human
inhibin/activin genes as their top hit (they all satisfied the bidirectional best hit criterion). This
analysis was used the WAG (Whelan and Goldman, 2001) model with the a proportion of sites
assumed to be invariant and the remaining sites at different rates drawn from a T'-distribution
(with a shape parameter estimated by ML). Support for clades reflects the percentage of 100
bootstrap replicates. B) Alignment used for part A of this figure, with the 3 amino acid insertion
that unites the lancelet (Branciostoma) a-subunit-like protein with the vertebrate (in this
alignment, human and zebrafish) inhibin a-subunit highlighted using yellow. C) Alignment for the
lancelet a-subunit-like protein with the lancelet B protein mature domain sequence. D)
Alignment for the mature domain sequences between the human inhibin a-subunit, chicken
inhibin a-subunit and human inhibin BA subunit. The red box that used in the C) and D)
highlighted the regions that we focused on.
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