
 T he G-Coupled Protein Receptor family is one of 

the largest transmembrane protein fold involved 

in signal transduction. In order to recognize different 

ligands in various tissues, the evolution has selected a 

combinatorial number of amino acids specific to these 

effectors. Recent advances in crystallographic structures 

availability done by a large international coordination program1 opens 

up the possibility to massively predict the GPCR structures using 

threading approaches with a high degree of confidence. As an 

introduction, an overview of the structural basis of signal transduction 

within GPCR structures will be presented. It will then be shown how 

these GPCR templates were assembled previously to produce models of a 

small subset of the GPCR rhodopsin family, the Olfactory Receptors2. 

Last, we shall focus on the possibility of detecting amino acids involved 

in energy acceptor-donor pairs upon ligand binding. The implications of 

these predictions for the PAPETS consortium will be discussed with the 

assembly.  
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