Figure S2. Alignment of the amino acid sequences included in clade AQP9-like. The amino acids
conserved in all the sequences are labelled with asterisks (*); the conservative and semi-
conservative substitutions are labelled with colons (:) and periods (.), respectively. The NPA
motifs are highlighted in yellow, the residues within the ar/R constriction are highlighted in
green, and the aspartic acid downstream the second NPA motif is highlighted in gray. The O-
glycosylation sites are marked in blue. The predicted immunogenic peptides from OmAQP90,
Om20812 and Om22982 are highlighted in underlined red letters, and their homologous regions
in the remaining clade members are highlighted in plain red letters.
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