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168 Local Structural Plasticity of the Prion Protein. Analysis of NMR Relaxation Dynamicsâ€ . Biochemistry,
2001, 40, 2743-2753. 2.4 175

169 Title is missing!. Journal of Biomolecular NMR, 2001, 19, 321-329. 1.5 117

170 Title is missing!. , 2001, 19, 209-230. 44

171 Title is missing!. Journal of Biomolecular NMR, 2001, 21, 1-9. 1.5 45

172 Zinc finger proteins: new insights into structural and functional diversity. Current Opinion in
Structural Biology, 2001, 11, 39-46. 6.4 1,456

173 Two different neurodegenerative diseases caused by proteins with similar structures. Proceedings of
the National Academy of Sciences of the United States of America, 2001, 98, 2352-2357. 7.5 148

174 Title is missing!. Nature Structural Biology, 2000, 7, 679-686. 11.0 96

175 Title is missing!. Journal of Biomolecular NMR, 2000, 16, 9-21. 1.5 45

176 Title is missing!. Journal of Biomolecular NMR, 2000, 16, 349-350. 1.5 3

177 Title is missing!. Journal of Biomolecular NMR, 2000, 16, 271-272. 1.5 7

178 Title is missing!. Journal of Biomolecular NMR, 2000, 18, 43-48. 1.5 277

179
Molecular basis for modulation of biological function by alternate splicing of the Wilms' tumor
suppressor protein. Proceedings of the National Academy of Sciences of the United States of America,
2000, 97, 11932-11935.

7.5 117

180 DNA-induced Î±-helix capping in conserved linker sequences is a determinant of binding affinity in
Cys2-His2 zinc fingers. Journal of Molecular Biology, 2000, 295, 719-727. 4.1 149
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181 NMR solution structure of the inserted domain of human leukocyte function associated antigen-1.
Journal of Molecular Biology, 2000, 295, 1251-1264. 4.1 74

182 Solution Structure of the Cysteine-rich Domain of the Escherichia coli Chaperone Protein DnaJ.
Journal of Molecular Biology, 2000, 300, 805-818. 4.1 128

183 NMR and molecular dynamics studies of the hydration of a zinc finger-DNA complex 1 1Edited by M. F.
Summers. Journal of Molecular Biology, 2000, 302, 1101-1117. 4.1 58

184 Solution structure of the TAZ2 (CH3) domain of the transcriptional adaptor protein CBP. Journal of
Molecular Biology, 2000, 303, 243-253. 4.1 130

185 Solution structure and acetyl-lysine binding activity of the GCN5 bromodomain. Journal of Molecular
Biology, 2000, 304, 355-370. 4.1 147

186 Structure of the PHD Zinc Finger from Human Williams-Beuren Syndrome Transcription Factor.
Journal of Molecular Biology, 2000, 304, 723-729. 4.1 147

187 Identification of the regions involved in DNA binding by the mouse PEBP2Î± protein. FEBS Letters, 2000,
470, 125-130. 2.7 15

188 Dynamics of the Metallo-Î²-Lactamase from Bacteroides fragilis in the Presence and Absence of a
Tight-Binding Inhibitor. Biochemistry, 2000, 39, 13356-13364. 2.4 59

189 Alternative Splicing of Wilms' Tumor Suppressor Protein Modulates DNA Binding Activity through
Isoform-Specific DNA-Induced Conformational Changesâ€ . Biochemistry, 2000, 39, 5341-5348. 2.4 59

190 Changes in the Apomyoglobin Folding Pathway Caused by Mutation of the Distal Histidine Residue.
Biochemistry, 2000, 39, 11227-11237. 2.4 69

191 Native and Non-native Secondary Structure and Dynamics in the pH 4 Intermediate of Apomyoglobinâ€ .
Biochemistry, 2000, 39, 2894-2901. 2.4 123

192 Amide proton hydrogen exchange rates for sperm whale myoglobin obtained from 15Nâ€•1H NMR spectra.
Protein Science, 2000, 9, 186-193. 5.9 23

193
Copper binding to the prion protein: Structural implications of four identical cooperative binding
sites. Proceedings of the National Academy of Sciences of the United States of America, 1999, 96,
2042-2047.

7.5 533

194 Characterization of monomeric and dimeric B domain of Staphylococcal protein A. Chemical Biology
and Drug Design, 1999, 54, 344-352. 3.0 6

195 Inherent flexibility in a potent inhibitor of blood coagulation, recombinant nematode anticoagulant
protein c2. FEBS Journal, 1999, 265, 539-548. 0.2 43

196 Title is missing!. Journal of Biomolecular NMR, 1999, 15, 83-84. 1.5 4

197 Title is missing!. Journal of Biomolecular NMR, 1999, 13, 387-391. 1.5 85

198 Title is missing!. Journal of Biomolecular NMR, 1999, 14, 197-198. 1.5 3
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199 Association between the first two immunoglobulin-like domains of the neural cell adhesion molecule
N-CAM. FEBS Letters, 1999, 451, 162-168. 2.7 30

200 Determination of Feâˆ’Ligand Bond Lengths and the Feâˆ’Nâˆ’O Bond Angles in Soybean Ferrous and Ferric
NitrosylleghemoglobinaUsing Multiple-Scattering XAFS Analysesâ€ . Biochemistry, 1999, 38, 16491-16499. 2.4 20

201 NMR Characterization of the Metallo-Î²-lactamase from Bacteroides fragilis and Its Interaction with a
Tight-Binding Inhibitor:â€‰ Role of an Active-Site Loop. Biochemistry, 1999, 38, 14507-14514. 2.4 109

202 Effect of H helix destabilizing mutations on the kinetic and equilibrium folding of apomyoglobin 1
1Edited by F. Cohen. Journal of Molecular Biology, 1999, 285, 269-282. 4.1 80

203
Structural analyses of CREB-CBP transcriptional activator-coactivator complexes by NMR
spectroscopy: implications for mapping the boundaries of structural domains. Journal of Molecular
Biology, 1999, 287, 859-865.

4.1 70

204
Identification of a minimal domain of 5 S ribosomal RNA sufficient for high affinity interactions with
the RNA-specific zinc fingers of transcription factor IIIA 1 1Edited by D. E. Draper. Journal of Molecular
Biology, 1999, 291, 549-560.

4.1 19

205 Intrinsically unstructured proteins: re-assessing the protein structure-function paradigm. Journal of
Molecular Biology, 1999, 293, 321-331. 4.1 2,897

206 Role of Secondary Structure in Discrimination between Constitutive and Inducible Activators.
Molecular and Cellular Biology, 1999, 19, 5601-5607. 2.5 134

207 Quenchâ€•flow experiments combined with mass spectrometry show apomyoglobin folds through an
obligatory intermediate. Protein Science, 1999, 8, 45-49. 5.9 108

208 Title is missing!. Journal of Biomolecular NMR, 1998, 11, 241-263. 1.5 20

209 Title is missing!. Journal of Biomolecular NMR, 1998, 11, 17-29. 1.5 17

210 Title is missing!. Journal of Biomolecular NMR, 1998, 12, 201-202. 1.5 5

211 Title is missing!. Journal of Biomolecular NMR, 1998, 12, 1-23. 1.5 380

212 Title is missing!. Journal of Biomolecular NMR, 1998, 12, 51-71. 1.5 113

213 Structural and dynamic characterization of partially folded states of apomyoglobin and implications
for protein folding. Nature Structural Biology, 1998, 18, 148-155. 11.0 350

214 Equilibrium NMR studies of unfolded and partially folded proteins. Nature Structural Biology, 1998, 5,
499-503. 11.0 194

215 Sequence requirements for stabilization of a peptide reverse turn in water solution. Proline is not
essential for stability. FEBS Journal, 1998, 255, 462-471. 0.2 25

216
Recommendations for the presentation of NMR structures of proteins and nucleic acids.
IUPAC-IUBMB-IUPAB inter-union task group on the standardization of data bases of protein and nucleic
acid structures determined by NMR spectroscopy. FEBS Journal, 1998, 256, 1-15.

0.2 149
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217 High-resolution solution structure ofBacillus subtilis IIAglc. , 1998, 31, 258-270. 5

218 The identification of metalâ€•binding ligand residues in metalloproteins using nuclear magnetic
resonance spectroscopy. Protein Science, 1998, 7, 2476-2479. 5.9 6

219 Analysis of an Activator:Coactivator Complex Reveals an Essential Role for Secondary Structure in
Transcriptional Activation. Molecular Cell, 1998, 2, 353-359. 13.3 158

220
Conformational preferences in the Ser133
-phosphorylated and non-phosphorylated forms of the kinase inducible transactivation domain of
CREB. FEBS Letters, 1998, 430, 317-322.

2.7 142

221 Recommendations for the presentation of NMR structures of proteins and nucleic acids. Journal of
Molecular Biology, 1998, 280, 933-952. 4.1 241

222 High-resolution solution structure of the retinoid X receptor DNA-binding domain. Journal of
Molecular Biology, 1998, 281, 271-284. 4.1 60

223 DNA-induced conformational changes are the basis for cooperative dimerization by the DNA binding
domain of the retinoid X receptor. Journal of Molecular Biology, 1998, 284, 533-539. 4.1 67

224 Recommendations for the presentation of NMR structures of proteins and nucleic acids (IUPAC) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 462 Td (Recommendations 1998). Pure and Applied Chemistry, 1998, 70, 117-142.1.9 307

225 NMR Spectroscopic Studies of the DNA-binding Domain of the Monomer-binding Nuclear Orphan
Receptor, Human Estrogen Related Receptor-2. Journal of Biological Chemistry, 1997, 272, 18038-18043. 2.2 31

226
Structure of the recombinant full-length hamster prion protein PrP(29-231): The N terminus is highly
flexible. Proceedings of the National Academy of Sciences of the United States of America, 1997, 94,
13452-13457.

7.5 680

227 Contribution of Increased Length and Intact Capping Sequences to the Conformational Preference for
Helix in a 31-Residue Peptide from the C Terminus of Myohemerythrin. Biochemistry, 1997, 36, 5234-5244. 2.4 44

228 Solution structure of the first three zinc fingers of TFIIIA bound to the cognate DNA sequence:
determinants of affinity and sequence specificity. Journal of Molecular Biology, 1997, 273, 183-206. 4.1 183

229 Solution Structure of the KIX Domain of CBP Bound to the Transactivation Domain of CREB: A Model
for Activator:Coactivator Interactions. Cell, 1997, 91, 741-752. 33.6 741

230 Populating the equilibrium molten globule state of apomyoglobin under conditions suitable for
structural characterization by NMR. FEBS Letters, 1997, 417, 92-96. 2.7 54

231 Chemical shift dispersion and secondary structure prediction in unfolded and partly folded proteins.
FEBS Letters, 1997, 419, 285-289. 2.7 143

232 Domain packing and dynamics in the DNA complex of the N-terminal zinc fingers of TFIIIA. Nature
Structural Biology, 1997, 4, 605-608. 11.0 120

233 PCR-based gene synthesis and protein NMR spectroscopy. Structure, 1997, 5, 1407-1412. 3.8 22

234 Folding propensities of peptide fragments of myoglobin. Protein Science, 1997, 6, 706-716. 5.9 82
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235 Absence of a stable intermediate on the folding pathway of protein A. Protein Science, 1997, 6,
1449-1457. 5.9 119

236 Probing protein structure using biochemical and biophysical methods. Journal of Chromatography A,
1997, 777, 23-30. 3.7 58

237 INSIGHTS INTO PROTEIN FOLDING FROM NMR. Annual Review of Physical Chemistry, 1996, 47, 369-395. 11.0 148

238 Probing Protein/Protein Interactions with Mass Spectrometry and Isotopic Labeling:Â  Analysis of the
p21/Cdk2 Complex. Journal of the American Chemical Society, 1996, 118, 5320-5321. 15.0 64

239 Is Apomyoglobin a Molten Globule? Structural Characterization by NMR. Journal of Molecular
Biology, 1996, 263, 531-538. 4.1 244

240 Gene synthesis, high-level expression and assignment of backbone15N and13C resonances of soybean
leghemoglobin. FEBS Letters, 1996, 399, 283-289. 2.7 12

241 Biophysical methods Faster and bigger. Current Opinion in Structural Biology, 1996, 6, 583-584. 6.4 1

242
Structural studies of p21Waf1/Cip1/Sdi1 in the free and Cdk2-bound state: conformational disorder
mediates binding diversity.. Proceedings of the National Academy of Sciences of the United States of
America, 1996, 93, 11504-11509.

7.5 562

243 Hydrogen Exchange in the Carbon Monoxide Complex of Soybean Leghemoglobin. FEBS Journal, 1996,
237, 212-220. 0.2 17

244 Assessment of major and minor groove DNA interactions by the zinc fingers of Xenopus transcription
factor IIIA. Nucleic Acids Research, 1996, 24, 2567-2574. 15.5 12

245 Hydration of the partially folded peptide RN-24 studied by multidimensional NMR. Journal of
Biomolecular NMR, 1995, 5, . 1.5 15

246 Overexpression of myoglobin and assignment of its amide, C? and C? resonances. Journal of
Biomolecular NMR, 1995, 6, . 1.5 55

247 Measurement of intrinsic exchange rates of amide protons in a 15N-labeled peptide. Journal of
Biomolecular NMR, 1995, 6, . 1.5 43

248 â€˜Random coilâ€™ 1H chemical shifts obtained as a function of temperature and trifluoroethanol
concentration for the peptide series GGXGG. Journal of Biomolecular NMR, 1995, 5, 14-24. 1.5 484

249 Structural basis for DNA bending by the architectural transcription factor LEF-1. Nature, 1995, 376,
791-795. 37.9 602

250 Interaction of the RNA binding Fingers ofXenopusTranscription Factor IIIA with Specific Regions of 5 S
Ribosomal RNA. Journal of Molecular Biology, 1995, 248, 44-57. 4.1 47

251
Dynamics of the Dihydrofolate Reductase-Folate Complex: Catalytic Sites and Regions Known To
Undergo Conformational Change Exhibit Diverse Dynamical Features. Biochemistry, 1995, 34,
11037-11048.

2.4 163

252 1H and 15N resonance assignments and secondary structure of the carbon monoxide complex of sperm
whale myoglobin. Journal of Biomolecular NMR, 1994, 4, 491-504. 1.5 50
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253
1H, 15N and 13C resonance assignments, secondary structure, and the conformation of substrate in
the binary folate complex of Escherichia coli dihydrofolate reductase. Journal of Biomolecular NMR,
1994, 4, 349-366.

1.5 28

254 1H, 15N and 13C resonance assignments for the first three zinc fingers of transcription factor IIIA.
Journal of Biomolecular NMR, 1994, 4, . 1.5 12

255 Water self-diffusion model for protein-water NMR cross relaxation. Chemical Physics Letters, 1994,
229, 75-81. 2.7 37

256 High-resolution solution structures of oxidized and reduced Escherichia coli thioredoxin.
Structure, 1994, 2, 853-868. 3.8 288

257 NMR Assignments and Secondary Structure of the Retinoid X Receptor alpha DNA-binding Domain.
Evidence for the Novel C-terminal Helix. FEBS Journal, 1994, 224, 639-650. 0.2 15

258
1H resonance assignments and secondary structure of the carbon monoxide complex of soybean
leghemoglobin determined by homonuclear two-dimensional and three-dimensional NMR
spectroscopy. FEBS Journal, 1994, 219, 611-626.

0.2 10

259 Dynamics of a flexible loop in dihydrofolate reductase from Escherichia coli and its implication for
catalysis. Biochemistry, 1994, 33, 439-442. 2.4 152

260 Relative Contributions of the Zinc Fingers of Transcription Factor IIIA to the Energetics of DNA
Binding. Journal of Molecular Biology, 1994, 244, 23-25. 4.1 67

261 Solution Structure of Carbonmonoxy Myoglobin Determined from Nuclear Magnetic Resonance
Distance and Chemical Shift Constraints. Journal of Molecular Biology, 1994, 244, 183-197. 4.1 103

262 Stabilization of a type VI turn in a family of linear peptides in water solution. Journal of Molecular
Biology, 1994, 243, 736-753. 4.1 155

263
Three-dimensional structure of a type VI turn in a linear peptide in water solution Evidence for
stacking of aromatic rings as a major stabilizing factor. Journal of Molecular Biology, 1994, 243,
754-766.

4.1 121

264 POU domains and homeodomains. Current Opinion in Structural Biology, 1994, 4, 22-27. 6.4 10

265 NMR Order Parameters of Biomolecules: A New Analytical Representation and Application to the
Gaussian Axial Fluctuation Model. Journal of the American Chemical Society, 1994, 116, 8426-8427. 15.0 136

266 Differential Side Chain Hydration in a Linear Peptide Containing a Type VI Turn. Journal of the American
Chemical Society, 1994, 116, 12051-12052. 15.0 35

267 Peptide models of protein folding initiation sites. 3. The G-H helical hairpin of myoglobin.
Biochemistry, 1993, 32, 6356-6364. 2.4 109

268 Peptide models of protein folding initiation sites. 1. Secondary structure formation by peptides
corresponding to the G- and H-helixes of myoglobin. Biochemistry, 1993, 32, 6337-6347. 2.4 210

269 Peptide models of protein folding initiation sites. 2. The G-H turn region of myoglobin acts as a helix
stop signal. Biochemistry, 1993, 32, 6348-6355. 2.4 92

270 Peptide conformation and protein folding. Current Opinion in Structural Biology, 1993, 3, 60-65. 6.4 236
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271 Biophysical methods Editorial overview. Current Opinion in Structural Biology, 1993, 3, 723-724. 6.4 1

272
Determination of local ligand conformations in slowly tumbling proteins by homonuclear 2D and 3D
NMR: application to heme propionates in leghemoglobin. Journal of the American Chemical Society,
1993, 115, 6238-6246.

15.0 10

273 Characterization of a folding intermediate of apoplastocyanin trapped by proline isomerization.
Biochemistry, 1993, 32, 12299-12310. 2.4 105

274
Assignment of proton, nitrogen-15, and carbon-13 resonances, identification of elements of secondary
structure and determination of the global fold of the DNA-binding domain of GAL4. Biochemistry,
1993, 32, 2144-2153.

2.4 30

275 Mapping of the binding interfaces of the proteins of the bacterial phosphotransferase system, HPr and
IIAglc. Biochemistry, 1993, 32, 32-37. 2.4 142

276
Characterization of amino acid side chain dynamics in a zinc-finger peptide using carbon-13 NMR
spectroscopy and time-resolved fluorescence spectroscopy. Journal of the American Chemical Society,
1993, 115, 6333-6345.

15.0 83

277 Comparison of backbone and tryptophan side-chain dynamics of reduced and oxidized Escherichia coli
thioredoxin using nitrogen-15 NMR relaxation measurements. Biochemistry, 1993, 32, 426-435. 2.4 149

278 NMR evidence for multiple conformations in a highly helical model peptide. Biochemistry, 1993, 32,
13089-13097. 2.4 61

279 The solution structure of the Oct-1 POU-specific domain reveals a striking similarity to the
bacteriophage Î» repressor DNA-binding domain. Cell, 1993, 73, 193-205. 33.6 150

280 Electrostatic calculations of side-chain pKa values in myoglobin and comparison with NMR data for
histidines. Biochemistry, 1993, 32, 8045-8056. 2.4 242

281 Binding of a high-energy substrate conformer in antibody catalysis.. Proceedings of the National
Academy of Sciences of the United States of America, 1993, 90, 8663-8667. 7.5 40

282 Backbone dynamics of the Bacillus subtilis glucose permease IIA domain determined from nitrogen-15
NMR relaxation measurements. Biochemistry, 1992, 31, 4394-4406. 2.4 236

283
Suppression of the effects of cross-correlation between dipolar and anisotropic chemical shift
relaxation mechanisms in the measurement of spin-spin relaxation rates. Molecular Physics, 1992, 75,
699-711.

2.2 297

284
Definition of the binding sites of individual zinc fingers in the transcription factor IIIA-5S RNA gene
complex.. Proceedings of the National Academy of Sciences of the United States of America, 1992, 89,
10822-10826.

7.5 92

285
Assignment of the aliphatic proton and carbon-13 resonances of the Bacillus subtilis glucose
permease IIA domain using double- and triple-resonance heteronuclear three-dimensional NMR
spectroscopy. Biochemistry, 1992, 31, 4413-4425.

2.4 55

286
Immunogenic peptides corresponding to the dominant antigenic region alanine-597 to cysteine-619 in
the transmembrane protein of simian immunodeficiency virus have a propensity to fold in aqueous
solution. Biochemistry, 1992, 31, 1458-1463.

2.4 15

287 Functional role of a mobile loop of Escherichia coli dihydrofolate reductase in transition-state
stabilization. Biochemistry, 1992, 31, 7826-7833. 2.4 100

288 Conformation and dynamics of an Fab'-bound peptide by isotope-edited NMR spectroscopy.
Biochemistry, 1992, 31, 3862-3871. 2.4 38



18

Peter  Wright

# Article IF Citations

289 Low resolution solution structure of theBacillus subtilisglucose permease IIA domain derived from
heteronuclear three-dimensional NMR spectroscopy. FEBS Letters, 1992, 296, 148-152. 2.7 48

290
Structural determinants of Cys2
His2
 zinc fingers. FEBS Letters, 1992, 296, 11-15.

2.7 20

291 The zinc finger motif Conservation of chemical shifts and correlation with structure. FEBS Letters,
1992, 309, 29-32. 2.7 24

292 Specific interaction of the first three zinc fingers of TFIIIA with the internal control region of the
Xenopus 5 S RNA gene. Journal of Molecular Biology, 1992, 223, 857-871. 4.1 106

293 Folding of peptide fragments comprising the complete sequence of proteins. Journal of Molecular
Biology, 1992, 226, 795-817. 4.1 389

294 Folding of peptide fragments comprising the complete sequence of proteins. Journal of Molecular
Biology, 1992, 226, 819-835. 4.1 227

295 Improved resolution in three-dimensional constant-time triple resonance NMR spectroscopy of
proteins. Journal of Biomolecular NMR, 1992, 2, 103-108. 1.5 52

296 Relationship between1H and13C NMR chemical shifts and the secondary and tertiary structure of a
zinc finger peptide. Journal of Biomolecular NMR, 1992, 2, 307-322. 1.5 39

297 Evidence for two interconverting protein isomers in the methotrexate complex of dihydrofolate
reductase from Escherichia coli. Biochemistry, 1991, 30, 2184-2191. 2.4 50

298
Intramolecular motions of a zinc finger DNA-binding domain from Xfin characterized by
proton-detected natural abundance carbon-13 heteronuclear NMR spectroscopy. Journal of the
American Chemical Society, 1991, 113, 4371-4380.

15.0 626

299
Polypeptide backbone resonance assignments and secondary structure of Bacillus subtilis enzyme
IIIglc determined by two-dimensional and three-dimensional heteronuclear NMR spectroscopy.
Biochemistry, 1991, 30, 6896-6907.

2.4 56

300 Zinc is required for folding and binding of a single zinc finger to DNA. FEBS Letters, 1991, 279, 289-294. 2.7 31

301 High-resolution solution structure of reduced French bean plastocyanin and comparison with the
crystal structure of poplar plastocyanin. Journal of Molecular Biology, 1991, 221, 533-555. 4.1 114

302 Sensitivity improvement in proton-detected two-dimensional heteronuclear correlation NMR
spectroscopy. Journal of Magnetic Resonance, 1991, 93, 151-170. 0.7 419

303 Sensitivity improvement in proton-detected two-dimensional heteronuclear relay spectroscopy.
Journal of Magnetic Resonance, 1991, 91, 429-436. 0.7 63

304 Defining Solution Conformations of Small Linear Peptides. Annual Review of Biophysics and
Biophysical Chemistry, 1991, 20, 519-538. 11.3 542

305 Kinetics and mechanisms of reduction of Cu(II) and Fe(III) complexes by soybean leghemoglobin Î±. BBA -
Proteins and Proteomics, 1991, 1079, 182-196. 2.5 18

306 Measurement of relaxation time constants for methyl groups by proton-detected heteronuclear NMR
spectroscopy. Chemical Physics Letters, 1991, 185, 41-46. 2.7 62
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307
Mapping the anatomy of the immunodominant domain of the human immunodeficiency virus gp41
transmembrane protein: peptide conformation analysis using monoclonal antibodies and proton
nuclear magnetic resonance spectroscopy. Journal of Virology, 1991, 65, 1727-1734.

3.6 59

308 Three-dimensional solution structure of the reduced form of Escherichia coli thioredoxin
determined by nuclear magnetic resonance spectroscopy. Biochemistry, 1990, 29, 4129-4136. 2.4 177

309 Specific deuteration strategy for enhancing direct nuclear Overhauser effects in
high-molecular-weight complexes. Journal of the American Chemical Society, 1990, 112, 8183-8185. 15.0 20

310 Conformational preferences of synthetic peptides derived from the immunodominant site of the
circumsporozoite protein of Plasmodium falciparum by proton NMR. Biochemistry, 1990, 29, 7828-7837. 2.4 97

311 Partial proton NMR assignments of the Escherichia coli dihydrofolate reductase complex with folate:
evidence for a unique conformation of bound folate. Biochemistry, 1990, 29, 9667-9677. 2.4 36

312 Computational methods for determining protein structures from NMR data. Biochemical
Pharmacology, 1990, 40, 15-22. 5.1 72

313 Antigen-antibody interactions: An NMR approach. Biochemical Pharmacology, 1990, 40, 83-88. 5.1 21

314 Proton NMR studies of the solution conformations of an analog of the C-peptide of ribonuclease A.
Biochemistry, 1989, 28, 7059-7064. 2.4 166

315 Assignment of the proton NMR spectrum of reduced and oxidized thioredoxin: sequence-specific
assignments, secondary structure, and global fold. Biochemistry, 1989, 28, 7074-7087. 2.4 102

316 Conformation of a T cell stimulating peptide in aqueous solution. FEBS Letters, 1989, 250, 400-404. 2.7 49

317
Complete assignment of the 1
H NMR spectrum of a synthetic zinc finger from Xfin
 Sequential resonance assignments and secondary structure. FEBS Letters, 1989, 254, 159-164.

2.7 24

318 What can two-dimensional NMR tell us about proteins?. Trends in Biochemical Sciences, 1989, 14,
255-260. 6.7 19

319 Chemical modification of bovine pancreatic trypsin inhibitor for single site coupling of immunogenic
peptides for NMR conformational analysis. Journal of Biological Chemistry, 1989, 264, 7882-7888. 2.2 7

320 NMR studies of the conformations of leghemoglobins from soybean and lupin. FEBS Journal, 1988, 178,
419-435. 0.2 15

321 Proton NMR studies of plastocyanin from Scenedesmus obliquus: complete sequence-specific
assignment, secondary structure analysis, and global fold. Biochemistry, 1988, 27, 7806-7816. 2.4 25

322
Kinetic studies on 1:1 electron-transfer reactions involving blue copper proteins. 16. Reactivity of
plastocyanin from the green alga Scenedesmus obliquus with inorganic redox partners and related
NMR studies. Inorganic Chemistry, 1988, 27, 2306-2312.

4.6 30

323 Proton NMR studies of human C3a anaphylatoxin in solution: sequential resonance assignments,
secondary structure, and global fold. Biochemistry, 1988, 27, 9139-9148. 2.4 40

324 Structural differences between oxidized and reduced thioredoxin monitored by two-dimensional 1
H NMR spectroscopy. FEBS Letters, 1988, 228, 254-258. 2.7 38



20

Peter  Wright

# Article IF Citations

325 Folding of immunogenic peptide fragments of proteins in water solution. Journal of Molecular
Biology, 1988, 201, 161-200. 4.1 699

326 Folding of immunogenic peptide fragments of proteins in water solution. Journal of Molecular
Biology, 1988, 201, 201-217. 4.1 481

327 Conformation of peptide fragments of proteins in aqueous solution: implications for initiation of
protein folding. Biochemistry, 1988, 27, 7167-7175. 2.4 511

328 Complete assignment of the 1H nuclear magnetic resonance spectrum of French bean plastocyanin.
Journal of Molecular Biology, 1988, 202, 603-622. 4.1 83

329 Complete assignment of the 1H nuclear magnetic resonance spectrum of French bean plastocyanin.
Journal of Molecular Biology, 1988, 202, 623-636. 4.1 67

330 The Physical Basis for Induction of Protein-Reactive Antipeptide Antibodies. Annual Review of
Biophysics and Biophysical Chemistry, 1988, 17, 305-324. 11.3 133

331 Complete assignment of lysine resonances in 1
H NMR spectra of proteins as probes of surface structure and dynamics. FEBS Letters, 1987, 222, 109-114. 2.7 20

332 1H resonances of proximal histidine in CO complexes of hemoglobins provide a sensitive probe of
coordination geometry. FEBS Letters, 1987, 213, 289-292. 2.7 8

333 Assignment of resonances in the 1H nuclear magnetic resonance spectrum of the carbon monoxide
complex of human hemoglobin Î±-chains. Journal of Molecular Biology, 1987, 194, 329-339. 4.1 22

334
Assignment of resonances in the 1H nuclear magnetic resonance spectrum of the carbon monoxide
complex of sperm whale myoglobin by phase-sensitive two-dimensional techniques. Journal of
Molecular Biology, 1987, 194, 313-327.

4.1 90

335 Electron transfer from cytochrome b5 to iron and copper complexes. Biochemistry, 1987, 26, 7102-7107. 2.4 34

336
Kinetic studies on 1:1 electron-transfer reactions involving blue copper proteins. 15. The reactivity of
Anabaena variabilis plastocyanin with inorganic complexes and related NMR studies. Journal of the
American Chemical Society, 1987, 109, 6443-6449.

15.0 41

337 Site-selective observation of nuclear Overhauser effects in proteins via isotopic labeling. Journal of
the American Chemical Society, 1987, 109, 1591-1593. 15.0 39

338 A modified strategy for identification of1H spin systems in proteins. Biopolymers, 1987, 26, 973-977. 2.9 52

339
Detection of long-range couplings in proteins via double-quantum spectroscopy. Connection of
aliphatic and imidazole resonances of histidine residues. Journal of Magnetic Resonance, 1987, 71,
539-543.

0.7 5

340 Kinetics and mechanisms of the oxidation of myoglobin by Fe(III) and Cu(II) complexes. BBA - Proteins
and Proteomics, 1987, 912, 384-397. 2.5 41

341 NMR studies of the heme pocket conformations of monomeric hemoglobins from Glycera
dibranchiata. Implications for ligand binding. FEBS Journal, 1987, 166, 399-408. 0.2 17

342 Structural consequences of heme isomerism in monomeric hemoglobins from Glycera dibranchiata.
FEBS Journal, 1987, 166, 409-414. 0.2 8
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343 Proton NMR studies of plastocyanin: assignment of aromatic and methyl group resonances from
two-dimensional spectra. Biochemistry, 1986, 25, 2364-2374. 2.4 17

344 1H NMR studies of heme pocket conformation in zinc-substituted leghemoglobin, a diamagnetic analog
of deoxyleghemoglobin. Journal of Inorganic Biochemistry, 1986, 28, 303-309. 3.0 9

345 Analysis of 1H NMR spectra of proteins using multiple-quantum coherence. Journal of Magnetic
Resonance, 1986, 66, 372-378. 0.7 48

346
Differentiation of direct and remote connectivities in phase-sensitive double-quantum spectra of
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