SUPPLEMENTARY MATERIAL 3

Amino acid sequence alignment of the OT/VP receptor family used for the phylogenetic maximum likelihood analysis. The alignment
spans between from the highly conserved arginine residue before the first transmembrane helix and the paired conserved cysteine residues in the
carboxy terminal, producing an alignment of 314 amino acid positions in total. Poorly aligned sequence stretches of the amino terminus of the
V2-like sequences, and of the most variable loop, ICL3, in all sequences, were removed within this span. The removal of the poorly aligned
ICL3 sequences is marked in the alignment with a black line between positions 215 and 216. This segment included the expansion of ICL3 in
teleost V2A sequences. Most receptor sequences span the entire length of the alignment and feature all seven transmembrane helices (see Table
1 and Supplementary Material 2), with the following exceptions: The platypus V1B sequence lacks the amino terminal, TM1-TM3 and a short
portion of ICL2. The anole lizard V2B sequence lacks a segment of the amino terminal before TM1. In both these cases, this is likely due to
faulty genomic sequence read in the genome database. None of the identified elephant shark scaffolds included the complete receptor sequences
and the elephant shark predictions range between 120 and 255 residues in the alignment (see Table 1 and section 3.4). The positions of the three
unique introns in the teleost V2A sequences have been marked with black triangles at positions 62-63, 144-145 and 196-197. The position of the

conserved intron of OT/VP receptor genes has been marked with a red triangle at position 269.



ABBREVIATIONS

Aca: Anolis carolinensis (anole lizard)
Cin: Ciona intestinalis (tunicate)

Cmi: Callorhinchus milii (elephant shark)
Dre: Danio rerio (zebrafish)

Gac: Gasterosteus aculeatus (stickleback)
Gga: Gallus gallus (chicken)

Hsa: Homo sapiens (human)

Mdo: Monodelphis domestica (opossum)
Mmu: Mus musculus (mouse)

Oan: Ornitorhynchus anatinus (platypus)
Ola: Oryzias latipes (medaka)

Ovu: Octopus vulgaris (octopus)

Tru: Takifugu rubripes (fugu)

Xtr: Silurana (Xenopus) tropicalis (frog)
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