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6 The crystal structure of glucose dehydrogenase from Thermoplasma acidophilum. Structure, 1994, 2,
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7 The crystal structure of citrate synthase from the thermophilic Archaeon, Thermoplasma
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8 Expression cloning of an equine T-lymphocyte glycoprotein CD2 cDNA. Structure-based analysis of
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Conservation analysis and structure prediction of the protein serine/threonine phosphatases.
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0.2 167
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11 Homology model building of the HMG-1 box structural domain. Nucleic Acids Research, 1995, 23,
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12 An investigation of the role of Glu-842, Glu-844 and His-846 in the function of the cytoplasmic domain
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14 Molecular cloning of the transcription factor TFIIB homolog from Sulfolobus shibatae.. Proceedings
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20 Identification of a common fold in the replication terminator protein suggests a possible mode for
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21 Two structures of the catalytic domain of phosphorylase kinase: an active protein kinase complexed
with substrate analogue and product. Structure, 1995, 3, 467-482. 1.6 162

22 Crystal structure of the superantigen enterotoxin C2 from Staphylococcus aureus reveals a
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23 Crystal structure of the di-haem cytochrome c peroxidase from Pseudomonas aeruginosa. Structure,
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30 The multisubunit active site of fumarase C from Escherichia coli. Nature Structural Biology, 1995, 2,
654-662. 9.7 102
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33 The crystal structure of p13suc1, a p34cdc2-interacting cell cycle control protein.. EMBO Journal,
1995, 14, 1004-1014. 3.5 69

34 The HMG-1 box protein family: classification and functional relationships. Nucleic Acids Research,
1995, 23, 1604-1613. 6.5 209
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Heterogeneous Nuclear Ribonucleoproteins H, Hâ€², and F Are Members of a Ubiquitously Expressed
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Journal of Biological Chemistry, 1995, 270, 28780-28789.
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36 A variety of DNA-binding and multimeric proteins contain the histone fold motif. Nucleic Acids
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38 Cloning and functional analysis of the TATA binding protein from Sulfolobus shibatae. Nucleic Acids
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39 Unraveling the modular design of glutamate-gated ion channels. Trends in Neurosciences, 1995, 18,
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40 The structure of a Ca2+-binding epidermal growth factor-like domain: Its role in protein-protein
interactions. Cell, 1995, 82, 131-141. 13.5 358

41 The anatomy of a bifunctional enzyme: Structural basis for reduction of oxygen to water and
synthesis of nitric oxide by cytochrome cd1. Cell, 1995, 81, 369-377. 13.5 291

42 Solution structure of the c-terminal core domain of human TFIIB: Similarity to cyclin A and
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46 ATP-Binding Site of Human Brain Hexokinase As Studied by Molecular Modeling and Site-Directed
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implications for its function. FEBS Letters, 1996, 378, 126-130. 1.3 89
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51 Crystal structure of a coagulogen, the clotting protein from horseshoe crab: a structural
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57 The crystal structure of peanut peroxidase. Structure, 1996, 4, 311-321. 1.6 270

58 Crystal structure of the wide-spectrum binuclear zinc Î²-lactamase from Bacteroides fragilis.
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59 Crystal structure of a eukaryotic (pea seedling) copper-containing amine oxidase at 2.2 Ã¥ resolution.
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61 The structure of glucose-fructose oxidoreductase from Zymomonas mobilis: an osmoprotective
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62 Prediction of the secondary structure of HIV-1 gp120. , 1996, 25, 1-11. 35
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64
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65 The Nâ€•terminal domains of tensin and auxilin are phosphatase homologues. Protein Science, 1996, 5,
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66 Pre-formation of the semi-open conformation by the apo-calmodulin C-terminal domain and
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Cover the Fibrinogen Recognition Exosite. Journal of Biological Chemistry, 1996, 271, 3413-3416. 1.6 10
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Journal of Biological Chemistry, 1996, 271, 32217-32225. 1.6 29
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72 The proofreading domain of Escherichia coli DNA polymerase I and other DNA and/or RNA exonuclease
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77 Histone and histone fold sequences and structures: a database. Nucleic Acids Research, 1997, 25,
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2.9 Ã… Resolutionâ€ ,â€¡. Biochemistry, 1997, 36, 1621-1627. 1.2 66
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furiosusat 1.9 Ã… Resolutionâ€ ,â€¡. Biochemistry, 1997, 36, 9983-9994. 1.2 284

89 [2] Identification of conserved residues in family of esterase and lipase sequences. Methods in
Enzymology, 1997, 284, 28-61. 0.4 15

90 Flexibility in DNA Recombination: Structure of the Lambda Integrase Catalytic Core. Science, 1997, 276,
126-131. 6.0 207



7

Citation Report

# Article IF Citations

91 The crystal structure of seleno-glutathione peroxidase from human plasma at 2.9 Ã… resolution.
Journal of Molecular Biology, 1997, 268, 869-885. 2.0 154
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Gottesman. Journal of Molecular Biology, 1997, 269, 301-312. 2.0 260
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Cell, 1997, 90, 661-670. 13.5 273

100 The Solution Structure of the S1 RNA Binding Domain: A Member of an Ancient Nucleic Acidâ€“Binding
Fold. Cell, 1997, 88, 235-242. 13.5 391

101
Characterization of Phosphate Sites in Native Ovine, Caprine, and Bovine Casein Micelles and Their
Caseinomacropeptides: A Solid-State Phosphorus-31 Nuclear Magnetic Resonance and Sequence and
Mass Spectrometric Study. Journal of Dairy Science, 1997, 80, 607-614.

1.4 31
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Lactococcus lactis. Structure, 1997, 5, 239-252. 1.6 100
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hydrolases. Structure, 1997, 5, 895-906. 1.6 63
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cysteines promotes substrate binding. Structure, 1997, 5, 1077-1092. 1.6 247
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127 From NO to OO: nitric oxide and dioxygen in bacterial respiration. Journal of Bioenergetics and
Biomembranes, 1998, 30, 15-24. 1.0 60

128 Structure of proline iminopeptidase from Xanthomonas campestris pv. citri: a prototype for the prolyl
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135 The ternary microplasminâ€“staphylokinaseâ€“microplasmin complex is a proteinaseâ€“cofactorâ€“substrate
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145 A mixed disulfide bond in bacterial glutathione transferase: functional and evolutionary implications.
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147 The structural basis of lipid interactions in lipovitellin, a soluble lipoprotein. Structure, 1998, 6,
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152 Cloning and overexpression in Escherichia coli of the gene encoding citrate synthase from the
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oxidase. Journal of Molecular Evolution, 1998, 46, 488-493. 0.8 81
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of Molecular Graphics and Modelling, 1998, 16, 6-10. 1.3 0
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156 Structure of betaine aldehyde dehydrogenase at 2.1 Ã… resolution. Protein Science, 1998, 7, 2106-2117. 3.1 138
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NMR structure of the Streptomyces metalloproteinase inhibitor, SMPI, isolated from Streptomyces
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2.0 39
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Chemistry, 1998, 41, 1803-1814.
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Soluble Expression inE. coliof a Functional Interphotoreceptor Retinoid-Binding Protein Module
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C-terminal Processing Proteases. Experimental Eye Research, 1998, 66, 249-262.
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Genomics, 1998, 54, 267-277. 1.3 53

172 Refined crystal structure of methylamine dehydrogenase from Paracoccus denitrificans at 1.75 Ã…
resolution. Journal of Molecular Biology, 1998, 276, 131-149. 2.0 106

173 Rice non-specific lipid transfer protein: the 1.6 Ã¥ crystal structure in the unliganded state reveals a
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