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S2 Fig. PAM docking orientations. a) Cluster 1 ligands in model C1_M1_1U19 (rhodopsin-
based model), b) cluster 2 ligands in model C2_M2_4OO9 (mGlu5-based model), c) cluster 4 
ligands in model C4_M1_4OR2 (mGlu1-based model), d) cluster 5 ligands in model 
C5_M2_4OO9 (mGlu5-based model). Intermolecular hydrogen bonds shown as dotted lines. 
Images generated using ICM software version 3.8-0 (Abagyan and Totrov 1994).


