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An NMR study of conformations of substituted dipeptides in dodecylphosphocholine micelles:
Implications for drug transport. Biopolymers, 2000, 53, 396-410.

Dynamics of stromelysin/inhibitor interactions studied by 15N NMR relaxation measurements:
comparison of ligand binding to the S1-53 and S'1-S'3 subsites. Journal of Biomolecular NMR, 1999, 15, 2.8 34
55-64.

Thermodynamic and circular dichroism studies differentiate inhibitor interactions with the
stromelysin S14€“S3 and Sa€213€“Sa€23 subsites. BBA - Proteins and Proteomics, 1999, 1434, 304-316.

NMR spectroscopy as a tool for structure-based drug design. Progress in Nuclear Magnetic Resonance

Spectroscopy, 1998, 33, 109-151. 75 4

Solution structures of stromelysin complexed to thiadiazole inhibitors. Protein Science, 1998, 7,
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