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ARTICLE IF CITATIONS

A mechanism for agonist activation of the glucagon-like peptide-1 (GLP-1) receptor through modelling
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Mapping interaction sites within the N-terminus of the calcitonin gene-related peptide receptor; the
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Functional coupling of Cys-226 and Cys-296 in the glucagon-like peptide-1 (GLP-1) receptor indicates a
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Ligand-Receptor Interactions at the Parathyroid Hormone Receptors: Subtype Binding Selectivity Is
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Conformational induction is the Rey process for activation of the AT1 receptor. Biochemical
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The Primary Ligand-Binding Interaction At The Glp-1 Receptor Is Via The Putative Helix Of The Peptide
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Conserved polar residues in the transmembrane domain of the human tachykinin NK2 receptor:
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