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17 TROSY-type Triple-Resonance Experiments for Sequential NMR Assignments of Large Proteins. Journal
of the American Chemical Society, 1999, 121, 844-848. 6.6 315

18 Transverse Relaxation-Optimized Spectroscopy (TROSY) for NMR Studies of Aromatic Spin Systems
in13C-Labeled Proteins. Journal of the American Chemical Society, 1998, 120, 6394-6400. 6.6 288



3

Kurt WÃ¼thrich

# Article IF Citations

19 Structure of human cyclophilin and its binding site for cyclosporin A determined by X-ray
crystallography and NMR spectroscopy. Nature, 1991, 353, 276-279. 13.7 281

20 Processing of multi-dimensional NMR data with the new software PROSA. Journal of Biomolecular
NMR, 1992, 2, 619-629. 1.6 281

21 Determination of the Nuclear Magnetic Resonance Solution Structure of an Antennapedia
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32 Studies by 1H nuclear magnetic resonance and distance geometry of the solution conformation of the
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75-78. 1.6 18

138 Comparison of NMR and crystal structures highlights conformational isomerism in protein active
sites. Acta Crystallographica Section F: Structural Biology Communications, 2010, 66, 1393-1405. 0.7 18

139 NMR Structures of Î±-Proteobacterial ATPase-Regulating Î¶-Subunits. Journal of Molecular Biology, 2014,
426, 2547-2553. 2.0 18

140 Nuclear Magnetic Resonance Structure of a Novel Globular Domain in RBM10 Containing OCRE, the
Octamer Repeat Sequence Motif. Structure, 2016, 24, 158-164. 1.6 18

141 Coldâ€•adapted signal proteins: NMR structures of pheromones from the antarctic ciliate Euplotes
nobilii. IUBMB Life, 2007, 59, 578-585. 1.5 17
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