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180 Role of the C-Terminal 28 Residues of Î²2-Microglobulin in Amyloid Fibril Formation. Biochemistry, 2003,
42, 13536-13540. 2.4 32
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181 Granulysin Crystal Structure and a Structure-derived Lytic Mechanism. Journal of Molecular Biology,
2003, 325, 355-365. 4.1 151

182 Structure and Function of an Archaeal Homolog of Survival Protein E (SurEÎ±): An Acid Phosphatase
with Purine Nucleotide Specificity. Journal of Molecular Biology, 2003, 326, 1559-1575. 4.1 32
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Biology, 2003, 330, 1165-1175. 4.1 105

184 Selective Dimerization of a C2H2 Zinc Finger Subfamily. Molecular Cell, 2003, 11, 459-470. 13.3 123

185
The primary mechanism of attenuation of bacillus Calmette-Guerin is a loss of secreted lytic function
required for invasion of lung interstitial tissue. Proceedings of the National Academy of Sciences of
the United States of America, 2003, 100, 12420-12425.

7.5 716

186 Title is missing!. Genome Biology, 2003, 4, R59. 12.2 105

187
Visualization and interpretation of protein networks in Mycobacterium tuberculosis based on
hierarchical clustering of genome-wide functional linkage maps. Nucleic Acids Research, 2003, 31,
7099-7109.

15.5 55

188 The discovery of the Â -helix and Â -sheet, the principal structural features of proteins. Proceedings of
the National Academy of Sciences of the United States of America, 2003, 100, 11207-11210. 7.5 274

189 Structure and assembly of an augmented Sm-like archaeal protein 14-mer. Proceedings of the National
Academy of Sciences of the United States of America, 2003, 100, 4539-4544. 7.5 51

190 Genomic evidence that the intracellular proteins of archaeal microbes contain disulfide bonds.
Proceedings of the National Academy of Sciences of the United States of America, 2002, 99, 9679-9684. 7.5 176

191
The directional atomic solvation energy: An atom-based potential for the assignment of protein
sequences to known folds. Proceedings of the National Academy of Sciences of the United States of
America, 2002, 99, 16041-16046.

7.5 29

192 Protein Interactions. Molecular and Cellular Proteomics, 2002, 1, 349-356. 3.0 577

193 Describing Biological Protein Interactions in Terms of Protein States and State Transitions.
Molecular and Cellular Proteomics, 2002, 1, 104-116. 3.0 35

194 GXXXG and AXXXA:Â  Common Î±-Helical Interaction Motifs in Proteins, Particularly in Extremophilesâ€ .
Biochemistry, 2002, 41, 5990-5997. 2.4 194

195
Multicopy Crystallographic Refinement of a Relaxed Glutamine Synthetase fromMycobacterium
tuberculosisHighlights Flexible Loops in the Enzymatic Mechanism and Its Regulationâ€ . Biochemistry,
2002, 41, 9863-9872.

2.4 86

196 Thiolâˆ’Disulfide Exchange in an Immunoglobulin-like Fold:Â  Structure of the N-Terminal Domain of
DsbDâ€ ,â€¡. Biochemistry, 2002, 41, 6920-6927. 2.4 69

197 DIP, the Database of Interacting Proteins: a research tool for studying cellular networks of protein
interactions. Nucleic Acids Research, 2002, 30, 303-305. 15.5 1,569

198 3D domain swapping: As domains continue to swap. Protein Science, 2002, 11, 1285-1299. 5.9 680
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319, 243-253. 4.1 32
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201 Structure of a Nudix protein fromPyrobaculum aerophilumreveals a dimer with two intersubunit
Î²-sheets. Acta Crystallographica Section D: Biological Crystallography, 2002, 58, 571-578. 3.1 16

202 John T. Edsall as tutor and teacher. Biophysical Chemistry, 2002, 100, 91-93. 2.1 0

203 The Crystal Structure of Phosphinothricin in the Active Site of Glutamine Synthetase Illuminates the
Mechanism of Enzymatic Inhibition. Biochemistry, 2001, 40, 1903-1912. 2.4 168

204
An interfacial mechanism and a class of inhibitors inferred from two crystal structures of the
Mycobacterium tuberculosis 30 kda major secretory protein (antigen 85B), a mycolyl
transferase11Edited by I. A. Wilson. Journal of Molecular Biology, 2001, 307, 671-681.

4.1 122

205 Three-dimensional cluster analysis identifies interfaces and functional residue clusters in
proteins11Edited by J. Thornton. Journal of Molecular Biology, 2001, 307, 1487-1502. 4.1 228
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207 Mining literature for protein-protein interactions. Bioinformatics, 2001, 17, 359-363. 4.7 259

208 Protein interaction databases. Current Opinion in Biotechnology, 2001, 12, 334-339. 6.8 91

209 Sequence-structure analysis of FAD-containing proteins. Protein Science, 2001, 10, 1712-1728. 5.9 455

210 Title is missing!. Nature Structural Biology, 2001, 8, 211-214. 11.0 248

211 Bioinformatic identification of potential autocrine signaling loops in cancers from gene expression
profiles. Nature Genetics, 2001, 29, 295-300. 25.2 134
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An amyloid-forming peptide from the yeast prion Sup35 reveals a dehydrated Â -sheet structure for
amyloid. Proceedings of the National Academy of Sciences of the United States of America, 2001, 98,
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7.5 395

216
The crystal structure of a heptameric archaeal Sm protein: Implications for the eukaryotic snRNP
core. Proceedings of the National Academy of Sciences of the United States of America, 2001, 98,
5532-5537.

7.5 102
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217 Motifâ€•based fold assignment. Protein Science, 2001, 10, 2460-2469. 5.9 8

218 Î±-L-Iduronidase forms semi-crystalline spherulites with amyloid-like properties. Acta Crystallographica
Section D: Biological Crystallography, 2000, 56, 524-528. 3.1 23

219 Protein function in the post-genomic era. Nature, 2000, 405, 823-826. 37.9 739

220 Structureâ€“function relationships of glutamine synthetases. BBA - Proteins and Proteomics, 2000, 1477,
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of Sciences of the United States of America, 2000, 97, 12115-12120. 7.5 210

222 DIP: the Database of Interacting Proteins. Nucleic Acids Research, 2000, 28, 289-291. 15.5 953

223 The crystal structure of D-lactate dehydrogenase, a peripheral membrane respiratory enzyme.
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224
Selecting protein targets for structural genomics of Pyrobaculum aerophilum: Validating automated
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226 Characterization of High-Order Diphtheria Toxin Oligomersâ€ . Biochemistry, 2000, 39, 15901-15909. 2.4 24

227 Heregulin Reverses the Oligomerization of HER3â€ . Biochemistry, 2000, 39, 8503-8511. 2.4 48
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Selection, 1999, 12, 943-951. 2.6 70
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Science, 1999, 8, 1400-1409. 5.9 36

234 Centrosymmetric bilayers in the 0.75 Ã¥ resolution structure of a designed alphaâ€•helical peptide, D,
Lâ€•Alphaâ€•1. Protein Science, 1999, 8, 1410-1422. 5.9 45



15

David  Eisenberg

# Article IF Citations

235 The three-dimensional structure of human bactericidal/permeability-increasing protein. Biochemical
Pharmacology, 1999, 57, 225-229. 5.1 48

236 A Structure-Based Mechanism for Copperâˆ’Zinc Superoxide Dismutaseâ€ ,â€¡. Biochemistry, 1999, 38,
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237 Assigning protein functions by comparative genome analysis: Protein phylogenetic profiles.
Proceedings of the National Academy of Sciences of the United States of America, 1999, 96, 4285-4288. 7.5 1,724
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239 Chicken Prion Tandem Repeats Form a Stable, Protease-Resistant Domain. Biochemistry, 1999, 38, 667-676. 2.4 45
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Journal of Molecular Biology, 1999, 290, 595-604. 4.1 293
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243 The BPI/LBP family of proteins: A structural analysis of conserved regions. Protein Science, 1998, 7,
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247 Assigning folds to the proteins encoded by the genome of Mycoplasma genitalium. Proceedings of the
National Academy of Sciences of the United States of America, 1997, 94, 11929-11934. 7.5 123

248 Oligomerization of a 45 Kilodalton Fragment of Diphtheria Toxin at pH 5.0 to a Molecule of 20âˆ’24
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249 Crystal Structure of Nucleotide-Free Diphtheria Toxin,. Biochemistry, 1997, 36, 481-488. 2.4 48
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mating pheromone Er-1 from Euplotes raikovi. Journal of Molecular Biology, 1997, 273, 479-500. 4.1 11

252 The crystal structure of the designed trimeric coiled coil coilâ€•VaLd: Implications for engineering
crystals and supramolecular assemblies. Protein Science, 1997, 6, 80-88. 5.9 142
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and Bioinformatics, 1997, 29, 113-122. 2.6 19

254 Unusual conformation of nicotinamide adenine dinucleotide (NAD) bound to diphtheria toxin: A
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255 Crystal Structure of Diphtheria Toxin Bound to Nicotinamide Adenine Dinucleotideâ€ . Biochemistry,
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259 Solution structure of protegrin-1, a broad-spectrum antimicrobial peptide from porcine leukocytes.
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Science, 1996, 5, 2175-2183. 5.9 186

263

A cooperative model for receptor recognition and cell adhesion: evidence from the molecular
packing in the 1.6-A crystal structure of the pheromone Er-1 from the ciliated protozoan Euplotes
raikovi.. Proceedings of the National Academy of Sciences of the United States of America, 1995, 92,
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7.5 58

264 Local moves: An efficient algorithm for simulation of protein folding. Proteins: Structure, Function
and Bioinformatics, 1995, 23, 73-82. 2.6 64

265 Crystallization of the chaperone protein SecB. Protein Science, 1995, 4, 1651-1653. 5.9 4

266 Discovery of the ammonium substrate site on glutamine synthetase, A third cation binding site.
Protein Science, 1995, 4, 2358-2365. 5.9 116

267 3D domain swapping: A mechanism for oligomer assembly. Protein Science, 1995, 4, 2455-2468. 5.9 771

268
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269 Structure of the Isolated Catalytic Domain of Diphtheria Toxin. Biochemistry, 1995, 34, 773-781. 2.4 55

270 Domain swapping: entangling alliances between proteins.. Proceedings of the National Academy of
Sciences of the United States of America, 1994, 91, 3127-3131. 7.5 521
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271 Crystal structure of the unactivated ribulose 1, 5â€•bisphosphate carboxylase/oxygenase complexed with
a transition state analog, 2â€•carboxyâ€•Dâ€•arabinitol 1, 5â€•bisphosphate. Protein Science, 1994, 3, 64-69. 5.9 25
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273 Refined structure of dimeric diphtheria toxin at 2.0 Ã… resolution. Protein Science, 1994, 3, 1444-1463. 5.9 186

274 Refined structure of monomelic diphtheria toxin at 2.3 Ã… resolution. Protein Science, 1994, 3, 1464-1475. 5.9 202

275 Max Perutz's achievements: How did he do it?. Protein Science, 1994, 3, 1625-1628. 5.9 17

276 Structural model for the reaction mechanism of glutamine synthetase, based on five crystal
structures of enzyme-substrate complexes. Biochemistry, 1994, 33, 675-681. 2.4 131

277
Solid-state phase transition in the crystal structure of ribulose 1,5-bisphosphate
carboxylase/oxygenase. Acta Crystallographica Section D: Biological Crystallography, 1994, 50,
258-262.

3.1 4

278 Fusion proteins as tools for crystallization: the lactose permease from Escherichia coli. Acta
Crystallographica Section D: Biological Crystallography, 1994, 50, 375-379. 3.1 49

279
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280 Interactions of Nucleotides with Fully Unadenylylated Glutamine Synthetase from Salmonella
typhimurium. Biochemistry, 1994, 33, 11184-11188. 2.4 48

281 Dynamic Transitions of the Transmembrane Domain of Diphtheria Toxin: Disulfide Trapping and
Fluorescence Proximity Studies. Biochemistry, 1994, 33, 11254-11263. 2.4 77

282
An evolutionary approach to folding small alpha-helical proteins that uses sequence information and
an empirical guiding fitness function.. Proceedings of the National Academy of Sciences of the United
States of America, 1994, 91, 4436-4440.
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of Biological Chemistry, 1994, 269, 29077-29084. 2.2 23

284 Extending the diffraction limit of protein crystals: The example of glutamine synthetase from
Salmonella typhimurium in the presence of its cofactor ATP. Protein Science, 1993, 2, 470-471. 5.9 8
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286 Defensins promote fusion and lysis of negatively charged membranes. Protein Science, 1993, 2, 1301-1312. 5.9 167

287 Crystal Structure of Canine and Bovine Granulocyte-Colony Stimulating Factor (G-CSF). Journal of
Molecular Biology, 1993, 234, 640-653. 4.1 58

288 A model for oxidative modification of glutamine synthetase, based on crystal structures of mutant
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289 Inverted protein structure prediction. Current Opinion in Structural Biology, 1993, 3, 437-444. 6.4 73

290
Three-dimensional profiles from residue-pair preferences: identification of sequences with
beta/alpha-barrel fold.. Proceedings of the National Academy of Sciences of the United States of
America, 1993, 90, 1379-1383.
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Formation of the active site of ribulose-1,5-bisphosphate carboxylase/oxygenase by a disorder-order
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294 3D Profiles: Principles and Applications. Protein Engineering, Design and Selection, 1993, , . 2.6 0
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States of America, 1992, 89, 6202-6206.
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306 Crystallization of diphtheria toxin. Journal of Molecular Biology, 1991, 222, 861-864. 4.1 12



19

David  Eisenberg

# Article IF Citations

307
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1991, 10, 229-239.
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States of America, 1990, 87, 5648-5652. 7.5 329
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336 Preliminary structural studies of ribulose-1,5-bisphosphate carboxylase/oxygenase from
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Localization of the site of adenylylation of glutamine synthetase by electron microscopy of an
enzyme-antibody complex. Proceedings of the National Academy of Sciences of the United States of
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