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Supplemental Figures: Sequence alignments.

S1: AT1AL: the o131 subunit of Na/K ATPase; Extensive similarity is found in these proteins.
Residues implicated in binding to the prototypic cardiac glycoside OUA (27) are highly
conserved across the seven species presented here. S2: Adrenergic receptor; B1 receptors (no
shading); B2 receptors (yellow shading). S3: Calcium Channel. Purple shading indicates amino
acid conservation > 70% at each position; a black triangle or bar above a particular position,

together with grey shading, denotes known drug binding residues or domains.



