Homology modelling aspects: template choice.
A 5-HT6R-based study.
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Fig. 1. Ligand binding site of 5-HT6R. The amino acids from mutation data are shown in yellow.
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Fig.2. MSA for 5-HT6R. The alignments were hand-made using Discovery Studio software. Residues with Ballesteros-Weinstein number equal 50, are shown in bold.
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Table 1. Results of docking studies: ROC, AUROC and templates of best models for each protein compared to evolutionary distance between templates and target.
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