Supplementary figure IV

Comparison of human, mouse and hamster FXR sequences

The amino acid sequences of human, Syrian hamster and mouse FXR (NR1H4) were aligned and

consensus coloring applied. Cyan, blue, grey, and white indicate decreasing levels of column-wise

similarity scores calculated using the BLOSUMG62 similarity matrix. The ligand binding domain (&

LBD->) is highlighted.
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