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1.2 970

6 A novel, highly stable fold of the immunoglobulin binding domain of streptococcal protein G.
Science, 1991, 253, 657-661. 6.0 792

7 Determination of three-dimensional structures of proteins from interproton distance data by hybrid
distance geometry-dynamical simulated annealing calculations. FEBS Letters, 1988, 229, 317-324. 1.3 756
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Determination of the three-dimensional solution structure of the C-terminal domain of
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1.2 542
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Determination of three-dimensional structures of proteins from interproton distance data by
dynamical simulated annealing from a random array of atoms Circumventing problems associated
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1.3 517

13
Determination of three-dimensional structures of proteins by simulated annealing with interproton
distance restraints. Application to crambin, potato carboxypeptidase inhibitor and barley serine
proteinase inhibitor 2. Protein Engineering, Design and Selection, 1988, 2, 27-38.

1.0 513

14 Molecular basis of human 46X,Y sex reversal revealed from the three-dimensional solution structure
of the human SRY-DNA complex. Cell, 1995, 81, 705-714. 13.5 496
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16 NMR structure of a specific DNA complex of Zn-containing DNA binding domain of GATA-1. Science, 1993,
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17 Structures of larger proteins in solution: three- and four-dimensional heteronuclear NMR
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18 Use of dipolar 1Hâ€“15N and 1Hâ€“13C couplings in the structure determination of magnetically oriented
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2011, 480, 268-272. 13.7 374

23
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1227-1230. 13.7 349

26 Sequenceâ€•specific determination of protein and peptide concentrations by absorbance at 205 nm.
Protein Science, 2013, 22, 851-858. 3.1 342

27
Three-dimensional structure of proteins determined by molecular dynamics with interproton distance
restraints: application to crambin.. Proceedings of the National Academy of Sciences of the United
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3.3 339

28
The solution structure of HIV-1 Nef reveals an unexpected fold and permits delineation of the binding
surface for the SH3 domain of Hck tyrosine protein kinase. Nature Structural and Molecular Biology,
1996, 3, 340-345.

3.6 337

29 The solution structure of an HMG-I(Y)â€“DNA complex defines a new architectural minor groove
binding motif. Nature Structural Biology, 1997, 4, 657-665. 9.7 337

30
Determination of Three-Dimensional Structures of Proteins and Nucleic Acids in Solution by Nuclear
Magnetic Resonance Spectroscop. Critical Reviews in Biochemistry and Molecular Biology, 1989, 24,
479-564.
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31
Measurement of Residual Dipolar Couplings of Macromolecules Aligned in the Nematic Phase of a
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10571-10572.
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32 Four-dimensional heteronuclear triple-resonance NMR spectroscopy of interleukin-1 beta in solution.
Science, 1990, 249, 411-414. 6.0 322

33 Solution Structure of the DNA Binding Domain of HIV-1 Integrase. Biochemistry, 1995, 34, 9826-9833. 1.2 321

34 Solution structure of the N-terminal zinc binding domain of HIV-1 integrase. Nature Structural
Biology, 1997, 4, 567-577. 9.7 320
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Ensemble Approach for NMR Structure Refinement against1H Paramagnetic Relaxation Enhancement
Data Arising from a Flexible Paramagnetic Group Attached to a Macromolecule. Journal of the
American Chemical Society, 2004, 126, 5879-5896.

6.6 317

36 High-resolution structure of the oligomerization domain of p53 by multidimensional NMR. Science,
1994, 265, 386-391. 6.0 311
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37 Direct Structure Refinement against Residual Dipolar Couplings in the Presence of Rhombicity of
Unknown Magnitude. Journal of Magnetic Resonance, 1998, 131, 159-162. 1.2 303

38 Intercalation, DNA Kinking, and the Control of Transcription. Science, 1996, 271, 778-784. 6.0 297
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dynamical simulated annealing study. Biochemistry, 1988, 27, 7620-7629. 1.2 296

40 Application of molecular dynamics with interproton distance restraints to three-dimensional protein
structure determination. Journal of Molecular Biology, 1986, 191, 523-551. 2.0 288

41
Three-dimensional structure of potato carboxypeptidase inhibitor in solution. A study using nuclear
magnetic resonance, distance geometry, and restrained molecular dynamics. Biochemistry, 1987, 26,
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1.2 279

42 Three-dimensional NMR spectroscopy of a protein in solution. Nature, 1988, 332, 374-376. 13.7 258

43 Solution conformation of a heptadecapeptide comprising the DNA binding helix F of the cyclic AMP
receptor protein of Escherichia coli. Journal of Molecular Biology, 1985, 186, 435-455. 2.0 256

44 [11] Multidimensional heteronuclear nuclear magnetic resonance of proteins. Methods in
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45 Demonstration of positionally disordered water within a protein hydrophobic cavity by NMR. Science,
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46 Solution structure of cyanovirin-N, a potent HIV-inactivating protein. Nature Structural Biology,
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47 R-factor, FreeR, and Complete Cross-Validation for Dipolar Coupling Refinement of NMR Structures.
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49 Practical aspects of 1H transverse paramagnetic relaxation enhancement measurements on
macromolecules. Journal of Magnetic Resonance, 2007, 184, 185-195. 1.2 239

50 Determining the structures of large proteins and protein complexes by NMR. Trends in Biotechnology,
1998, 16, 22-34. 4.9 238

51 Improving the Packing and Accuracy of NMR Structures with a Pseudopotential for the Radius of
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52 A common sense approach to peak picking in two-, three-, and four-dimensional spectra using
automatic computer analysis of contour diagrams. Journal of Magnetic Resonance, 1991, 95, 214-220. 0.5 233

53 MINOR GROOVE-BINDING ARCHITECTURAL PROTEINS: Structure, Function, and DNA Recognition. Annual
Review of Biophysics and Biomolecular Structure, 1998, 27, 105-131. 18.3 233

54 Applications of three- and four-dimensional heteronuclear NMR spectroscopy to protein structure
determination. Progress in Nuclear Magnetic Resonance Spectroscopy, 1991, 23, 43-92. 3.9 232
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55 High-resolution solution structure of the beta chemokine hMIP-1 beta by multidimensional NMR.
Science, 1994, 263, 1762-1767. 6.0 232

56 New methods of structure refinement for macromolecular structure determination by NMR.
Proceedings of the National Academy of Sciences of the United States of America, 1998, 95, 5891-5898. 3.3 231

57 Solution structure of human thioredoxin in a mixed disulfide intermediate complex with its target
peptide from the transcription factor NFÎºB. Structure, 1995, 3, 289-297. 1.6 228

58 Refined solution structure of the oligomerization domain of the tumour suppressor p53. Nature
Structural and Molecular Biology, 1995, 2, 321-333. 3.6 218

59
Identification by NMR of the Binding Surface for the Histidine-Containing Phosphocarrier Protein HPr
on the N-Terminal Domain of Enzyme I of theEscherichia coliPhosphotransferase Systemâ€ .
Biochemistry, 1997, 36, 4393-4398.

1.2 212

60 The Impact of Direct Refinement against 13CÎ± and 13CÎ² Chemical Shifts on Protein Structure
Determination by NMR. Journal of Magnetic Resonance Series B, 1995, 106, 92-96. 1.6 203

61
A Palindromic Regulatory Site within Vertebrate GATA-1 Promoters Requires Both Zinc Fingers of the
GATA-1 DNA-Binding Domain for High-Affinity Interaction. Molecular and Cellular Biology, 1996, 16,
2238-2247.

1.1 203

62 Elucidating transient macromolecular interactions using paramagnetic relaxation enhancement.
Current Opinion in Structural Biology, 2007, 17, 603-616. 2.6 201

63 Assignment of the side-chain proton and carbon-13 resonances of interleukin-1.beta. using double- and
triple-resonance heteronuclear three-dimensional NMR spectroscopy. Biochemistry, 1990, 29, 8172-8184. 1.2 200

64 The solution structure of a specific GAGA factorâ€“DNA complex reveals a modular binding mode.
Nature Structural Biology, 1997, 4, 122-132. 9.7 198

65 Improving the quality of NMR and crystallographic protein structures by means of a conformational
database potential derived from structure databases. Protein Science, 1996, 5, 1067-1080. 3.1 197

66 Solution structure of the 40,000 Mr phosphoryl transfer complex between the N-terminal domain of
enzyme I and HPr. Nature Structural Biology, 1999, 6, 166-173. 9.7 194

67
How Much Backbone Motion in Ubiquitin Is Required To Account for Dipolar Coupling Data Measured
in Multiple Alignment Media as Assessed by Independent Cross-Validation?. Journal of the American
Chemical Society, 2004, 126, 2923-2938.

6.6 194

68 Visualizing transient dark states by NMR spectroscopy. Quarterly Reviews of Biophysics, 2015, 48,
35-116. 2.4 194

69 1Hî—¸1H correlation via isotropic mixing of 13C magnetization, a new three-dimensional approach for
assigning 1H and 13C spectra of 13C-enriched proteins. Journal of Magnetic Resonance, 1990, 88, 425-431. 0.5 190

70 Complete resonance assignment for the polypeptide backbone of interleukin 1.beta. using
three-dimensional heteronuclear NMR spectroscopy. Biochemistry, 1990, 29, 3542-3556. 1.2 189

71 High-resolution three-dimensional structure of interleukin 1.beta. in solution by three- and
four-dimensional nuclear magnetic resonance spectroscopy. Biochemistry, 1991, 30, 2315-2323. 1.2 189

72
Accurate and rapid docking of protein-protein complexes on the basis of intermolecular nuclear
Overhauser enhancement data and dipolar couplings by rigid body minimization. Proceedings of the
National Academy of Sciences of the United States of America, 2000, 97, 9021-9025.
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74 Improvements and Extensions in the Conformational Database Potential for the Refinement of NMR
and X-ray Structures of Proteins and Nucleic Acids. Journal of Magnetic Resonance, 1997, 125, 171-177. 1.2 185

75 Four-dimensional carbon-13/carbon-13-edited nuclear Overhauser enhancement spectroscopy of a
protein in solution: application to interleukin 1.beta.. Biochemistry, 1991, 30, 12-18. 1.2 182

76 Kinetics of Amyloid Î² Monomer-to-Oligomer Exchange by NMR Relaxation. Journal of the American
Chemical Society, 2010, 132, 9948-9951. 6.6 179

77 Kinetics of folding of the all-beta sheet protein interleukin-1 beta. Science, 1993, 260, 1110-1113. 6.0 178

78 A 500 ps molecular dynamics simulation study of interleukin-1Î² in water. Journal of Molecular Biology,
1992, 226, 239-250. 2.0 177
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1993, 101, 210-213.

1.6 177
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Solution structure of recombinant hirudin and the Lys-47 .fwdarw. Glu mutants: a nuclear magnetic
resonance and hybrid distance geometry-dynamical simulated annealing study. Biochemistry, 1989, 28,
2601-2617.

1.2 173
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Proceedings of the National Academy of Sciences of the United States of America, 1993, 90, 5219-5223. 3.3 172
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3.3 172
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89 Autoprocessing of HIV-1 protease is tightly coupled to protein folding. Nature Structural Biology,
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96 Crystal structure of cyanovirin-N, a potent HIV-inactivating protein, shows unexpected domain
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Resonance Spectroscopy. Journal of Molecular Biology, 1993, 231, 82-102. 2.0 156
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100 Determination of three-dimensional structures of proteins in solution by nuclear magnetic
resonance spectroscopy. Protein Engineering, Design and Selection, 1987, 1, 275-288. 1.0 153
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1.2 153
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Structure refinement of oligonucleotides by molecular dynamics with nuclear overhauser effect
interproton distance restraints: Application to 5â€² d(C-G-T-A-C-G)2. Journal of Molecular Biology, 1986,
188, 455-475.

2.0 152

103 High-resolution three-dimensional structure of reduced recombinant human thioredoxin in solution.
Biochemistry, 1991, 30, 2685-2698. 1.2 151

104 Structure and dynamics of KH domains from FBP bound to single-stranded DNA. Nature, 2002, 415,
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105 The high-resolution three-dimensional solution structures of the oxidized and reduced states of
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Molecular Basis for Synergistic Transcriptional Activation by Oct1 and Sox2 Revealed from the
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107 The high-resolution, three-dimensional solution structure of human interleukin-4 determined by
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112 High-resolution three-dimensional structure of a single zinc finger from a human enhancer binding
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DNA as a zinc or iron complex.. Proceedings of the National Academy of Sciences of the United States
of America, 1993, 90, 1676-1680.
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6.6 112
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1.2 110
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