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213 Ligand-Supported Homology Modeling of G-Protein-Coupled Receptor Sites: Models Sufficient for
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2.9 426

218 Understanding Proteinâ€“Ligand Interactions: The Price of Protein Flexibility. Journal of Molecular
Biology, 2004, 335, 1325-1341. 2.0 51
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Experimental Confirmation. Journal of Medicinal Chemistry, 2002, 45, 3588-3602. 2.9 173

236 Identification and mapping of small-molecule binding sites in proteins: computational tools for
structure-based drug design. Il Farmaco, 2002, 57, 243-251. 0.9 94

237 Approaches to the Description and Prediction of the Binding Affinity of Small-Molecule Ligands to
Macromolecular Receptors. Angewandte Chemie - International Edition, 2002, 41, 2644-2676. 7.2 729

238 pH-Dependent Binding Modes Observed in Trypsin Crystals: Lessons for Structure-Based Drug Design.
ChemBioChem, 2002, 3, 246-249. 1.3 75

239 De Novo Design, Synthesis, and In Vitro Evaluation of Inhibitors for Prokaryotic tRNA-Guanine
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