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FIGURE S2. Alignments of LBD regions of NR2E proteins.

Multiple alignments were performed using CLUSTAL W using a BLOSUM matrix and a pairwise gap penalty of 10 with 0.1
extension penalty and a multiple alignment gap penalty of 10 with 0.2 extension penalty (Thompson et al., 1994).
Numbers at right margin identify amino acid positions relative to the first residue after the DBD. The alignment was
colorized using the Color Align utility of the Sequence Manipulation Suite (Stothard, 2000; http://www.bioinformatics.org/).
Key LBD features were annotated following the analysis of critical conserved LBD features from structures of vertebrate
LBDs (Wurtz et al., 1996).

Weber et al., 2012.
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