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Supplementary Information

Fig. S1. Sequence alignment of the serotoninia receptor in invertebrates. Sequences of the
serotoninia receptor were obtained from NCBI (http://www.ncbi.nlm.nih.gov/) database. The
sequence alignment of the serotonin;a receptor was carried out with ClustalX (version 2.0.11)

and the alignments were viewed using Jalview (version 2.4).

Fig. S2. Sequence alignment of the serotoninia receptor in vertebrates. Sequences of serotonin;a
receptor were obtained from NCBI (http://www.ncbi.nlm.nih.gov/) database.  Sequence
alignment of the serotoninia receptor was carried out with ClustalX (version 2.0.11) and

alignments were viewed using Jalview (version 2.4).

Fig. S3. Validation of models of the serotonin;a receptor in the absence and presence of
cholesterol, using the ProSA-web service. Panels (a) and (c) show results for models of the
serotoninia receptor in the absence and presence of cholesterol. The z-scores of the models are
highlighted as large dots. Panels (b) and (d) are the energy plots for receptor models in the
absence and presence of cholesterol. Residue energies averaged over a sliding window are

plotted as a function of the central residue in the window. Window sizes of 10 and 40 are used.

Fig. $4. Clustering analysis of docked poses of serotonin to the serotonin;a receptor in the
absence and presence of cholesterol using AutoDock. Panels (a) and (b) show the cluster for
serotonin docked to the serotonin;a receptor in the absence and presence of cholesterol. RMSD

used for the clustering was 2 A.
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