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Figure S3 Constraint-based multiple-alignment of 21-hydroxylase (cyp21a2). The cyp21a2 orthologs of Danio rerio (zebrafish),
Tetraodon nigroviridis (green spotted pufferfish), Fugu rubripes (Japanese pufferfish), Gasterosteus aculeatus (stickleback),
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Oryzias latipes (medaka), Anguilla japonica (Japanese eel), Homo sapiens, and Mus musculus are aligned for comparison. The
male allele of Danio rerio identified within the cross is aligned at the top, with concurrent amino acid changes of the female
allele designated above. Highlighted positions are allele changes at residues conserved among fish (in blue), and additionally
among humans and mice (in yellow).
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