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Bacteriology, 2006, 188, 3589-3599.

2.2 23

146
The Structure of an Ancient Conserved Domain Establishes a Structural Basis for Stable Histidine
Phosphorylation and Identifies a New Family of Adenosine-specific Kinases. Journal of Biological
Chemistry, 2006, 281, 22131-22141.

3.4 10

147
The Structure of MbtI from Mycobacterium tuberculosis , the First Enzyme in the Biosynthesis of the
Siderophore Mycobactin, Reveals It To Be a Salicylate Synthase. Journal of Bacteriology, 2006, 188,
6081-6091.

2.2 93

148
Crystal structure of a substrate complex of myo-inositol oxygenase, a di-iron oxygenase with a key
role in inositol metabolism. Proceedings of the National Academy of Sciences of the United States of
America, 2006, 103, 15032-15037.

7.1 91

149 Structure and Inhibition of the Human Cell Cycle Checkpoint Kinase, Wee1A Kinase. Structure, 2005, 13,
541-550. 3.3 91

150 Lactoferrin. Cellular and Molecular Life Sciences, 2005, 62, 2531-2539. 5.4 320

151
Structure of naphthoate synthase (MenB) fromMycobacterium tuberculosisin both native and
product-bound forms. Acta Crystallographica Section D: Biological Crystallography, 2005, 61,
1199-1206.

2.5 19

152 A flexible and economical medium-throughput strategy for protein production and crystallization.
Acta Crystallographica Section D: Biological Crystallography, 2005, 61, 1378-1385. 2.5 67

153
Crystallization and preliminary X-ray crystallographic analysis of MbtI, a protein essential for
siderophore biosynthesis inMycobacterium tuberculosis. Acta Crystallographica Section F:
Structural Biology Communications, 2005, 61, 121-123.

0.7 12

154
Crystallization and preliminary diffraction studies of the C-terminal domain of the DipZ homologue
fromMycobacterium tuberculosis. Acta Crystallographica Section F: Structural Biology
Communications, 2005, 61, 243-245.

0.7 6

155
Purification, crystallization and preliminary X-ray analysis ofEnterococcus
faeciumaminoglycoside-2â€²â€²-phosphotransferase-Ib [APH(2â€²â€²)-Ib]. Acta Crystallographica Section F:
Structural Biology Communications, 2005, 61, 410-413.

0.7 3

156
Crystallization and preliminary X-ray crystallographic analysis of
3-deoxy-D-arabino-heptulosonate-7-phosphate synthase fromMycobacterium tuberculosis. Acta
Crystallographica Section F: Structural Biology Communications, 2005, 61, 403-406.

0.7 11

157 Crystallization of a protein using dehydration without a precipitant. Acta Crystallographica Section
F: Structural Biology Communications, 2005, 61, 565-568. 0.7 2

158
Cloning, expression, purification and preliminary crystallographic data for Rv3214 (EntD), a predicted
cofactor-dependent phosphoglycerate mutase fromMycobacterium tuberculosis. Acta
Crystallographica Section F: Structural Biology Communications, 2005, 61, 753-755.

0.7 3

159
The Crystal Structure of Rv1347c, a Putative Antibiotic Resistance Protein from Mycobacterium
tuberculosis, Reveals a GCN5-related Fold and Suggests an Alternative Function in Siderophore
Biosynthesis. Journal of Biological Chemistry, 2005, 280, 13978-13986.

3.4 42

160 Crystal Structure of AhpE from Mycobacterium tuberculosis, a 1-Cys Peroxiredoxin. Journal of
Molecular Biology, 2005, 346, 1035-1046. 4.2 77

161
The Structure of 3-Deoxy-d-arabino-heptulosonate 7-phosphate Synthase from Mycobacterium
tuberculosis Reveals a Common Catalytic Scaffold and Ancestry for Type I and Type II Enzymes. Journal
of Molecular Biology, 2005, 354, 927-939.

4.2 74

162 Lactoferrin Is a Potent Regulator of Bone Cell Activity and Increases Bone Formation in Vivo.
Endocrinology, 2004, 145, 4366-4374. 2.8 253
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163 Crystal structure of LeuA from Mycobacterium tuberculosis, a key enzyme in leucine biosynthesis.
Proceedings of the National Academy of Sciences of the United States of America, 2004, 101, 8295-8300. 7.1 129

164
Crystallographic and Mutational Data Show That the Streptococcal Pyrogenic Exotoxin J Can Use a
Common Binding Surface for T-cell Receptor Binding and Dimerization. Journal of Biological
Chemistry, 2004, 279, 38571-38576.

3.4 18

165 Distant Structural Homology Leads to the Functional Characterization of an Archaeal PIN Domain as
an Exonuclease. Journal of Biological Chemistry, 2004, 279, 16471-16478. 3.4 103

166 Using Structural Genomics to Understand Mycobacterium Tuberculosis. IUBMB Life, 2004, 56, 113-117. 3.4 0

167 Lactoferrin and Iron: structural and dynamic aspects of binding and release. BioMetals, 2004, 17,
209-216. 4.1 183

168
Crystallization and preliminary X-ray analysis of a conserved hypothetical protein PAE2754
fromPyrobaculum aerophilumand of a double Leuâ†’Met mutant engineered for MAD phasing. Acta
Crystallographica Section D: Biological Crystallography, 2004, 60, 733-735.

2.5 4

169 Crystallization and preliminary X-ray analysis of Î±-isopropylmalate synthase fromMycobacterium
tuberculosis. Acta Crystallographica Section D: Biological Crystallography, 2004, 60, 1167-1169. 2.5 7

170 From Penicillin to the Ribosome: Revolutions in the Determination and Use of Molecular Structure in
Chemistry and Biology.. ChemInform, 2004, 35, no. 0.0 0

171 Crystal Structure of MshB from Mycobacterium tuberculosis , a Deacetylase Involved in Mycothiol
Biosynthesis. Journal of Molecular Biology, 2004, 335, 1131-1141. 4.2 63

172 From Penicillin to the Ribosome: Revolutions in the Determination and Use of Molecular Structure in
Chemistry and Biology. Australian Journal of Chemistry, 2004, 57, 829. 0.9 2

173 The TB structural genomics consortium: a resource for Mycobacterium tuberculosis biology.
Tuberculosis, 2003, 83, 223-249. 1.9 95

174 Human milk lactoferrin is a serine protease that cleaves Haemophilus surface proteins at arginine-rich
sites. Molecular Microbiology, 2003, 47, 607-617. 2.5 95

175
Purification, crystallization and preliminary X-ray analysis ofEscherichia
coliUDP-N-acetylmuramoyl:L-alanine ligase (MurC). Acta Crystallographica Section D: Biological
Crystallography, 2003, 59, 1510-1513.

2.5 1

176
Making the most of two crystals: structural analysis of a conserved hypothetical protein using native
gel screening and SAD phasing. Acta Crystallographica Section D: Biological Crystallography, 2003, 59,
2242-2246.

2.5 1

177
Crystallization and preliminary X-ray analysis ofN-acetyl-1-D-myo-inosityl-2-deoxy-Î±-D-glucopyranoside
deacetylase (MshB) fromMycobacterium tuberculosis. Acta Crystallographica Section D: Biological
Crystallography, 2003, 59, 2316-2318.

2.5 9

178
Structural and Functional Consequences of Binding Site Mutations in Transferrin:Â  Crystal
Structures of the Asp63Glu and Arg124Ala Mutants of the N-Lobe of Human Transferrinâ€ ,â€¡.
Biochemistry, 2003, 42, 7084-7089.

2.5 30

179 The Crystal Structure of Aminoglycoside-3â€²-Phosphotransferase-IIa, an Enzyme Responsible for
Antibiotic Resistance. Journal of Molecular Biology, 2003, 327, 491-506. 4.2 98

180 Dealing with iron: Common structural principles in proteins that transport iron and heme.
Proceedings of the National Academy of Sciences of the United States of America, 2003, 100, 3579-3583. 7.1 216



12

Edward N Baker

# Article IF Citations

181 Crystal Structure of a Putative Methyltransferase from Mycobacterium tuberculosis : Misannotation
of a Genome Clarified by Protein Structural Analysis. Journal of Bacteriology, 2003, 185, 4057-4065. 2.2 29

182 Aminoglycoside Antibiotic Resistance by Enzymatic Deactivation. Current Drug Targets Infectious
Disorders, 2002, 2, 143-160. 2.1 98

183 The Three-dimensional Structure of a Superantigen-like Protein, SET3, from a Pathogenicity Island of
the Staphylococcus aureus Genome. Journal of Biological Chemistry, 2002, 277, 32274-32281. 3.4 77

184 The TB Structural Genomics Consortium: Providing a Structural Foundation for Drug Discovery.
Current Drug Targets Infectious Disorders, 2002, 2, 121-141. 2.1 66

185 â€œDilysine Triggerâ€• in Transferrins Probed by Mutagenesis of Lactoferrin:Â  Crystal Structures of the
R210G, R210E, and R210L Mutants of Human Lactoferrinâ€ ,â€¡. Biochemistry, 2002, 41, 14167-14175. 2.5 22

186 Lactoferrin and transferrin: Functional variations on a common structural framework. Biochemistry
and Cell Biology, 2002, 80, 27-34. 2.0 165

187 A modeling study of the interaction and electron transfer between cytochrome b 5 and some oxidized
haemoglobins. Journal of Biological Inorganic Chemistry, 2002, 7, 23-30. 2.6 12

188
Structure of a domain-opened mutant (R121D) of the human lactoferrin N-lobe refined from a
merohedrally twinned crystal form. Acta Crystallographica Section D: Biological Crystallography,
2002, 58, 955-962.

2.5 10

189 Electron transfer between cytochrome b5 and some oxidised haemoglobins: the role of ionic
strength. Journal of Inorganic Biochemistry, 2002, 88, 328-334. 3.5 7

190 Crystal structure of the NADP(H)-dependent ketose reductase from Bemisia argentifolii at 2.3 Ã…
resolution11Edited by R. Huber. Journal of Molecular Biology, 2001, 306, 239-250. 4.2 76

191 Folate-binding triggers the activation of folylpolyglutamate synthetase 1 1Edited by I. Wilson. Journal
of Molecular Biology, 2001, 310, 1067-1078. 4.2 55

192
The Structure of Truncated Recombinant Human Bile Salt-stimulated Lipase Reveals Bile
Salt-independent Conformational Flexibility at the Active-site Loop and Provides Insights into Heparin
Binding. Journal of Molecular Biology, 2001, 312, 511-523.

4.2 31

193
Ligand Variation in the Transferrin Family:Â  The Crystal Structure of the H249Q Mutant of the Human
Transferrin N-lobe As a Model for Iron Binding in Insect Transferrinsâ€ ,â€¡. Biochemistry, 2001, 40,
11670-11675.

2.5 32

194 Removing a Hydrogen Bond in the Dimer Interface ofEscherichia coliManganese Superoxide Dismutase
Alters Structure and Reactivityâ€ ,â€¡. Biochemistry, 2001, 40, 4622-4632. 2.5 41

195 The Role of Î² Chains in the Control of the Hemoglobin Oxygen Binding Function:â€‰ Chimeric
Human/Mouse Proteins, Structure, and Function. Biochemistry, 2001, 40, 15669-15675. 2.5 7

196 Crystal Structures and Iron Release Properties of Mutants (K206A and K296A) That Abolish the Dilysine
Interaction in the N-Lobe of Human Transferrinâ€ ,â€¡. Biochemistry, 2001, 40, 1616-1623. 2.5 37

197 Crystal Structures of the Precursor Form of Glucose-Fructose Oxidoreductase from Zymomonas
mobilis and Its Complexes with Bound Ligands,. Biochemistry, 2001, 40, 13857-13867. 2.5 40

198 Outer Sphere Mutations Perturb Metal Reactivity in Manganese Superoxide Dismutase,. Biochemistry,
2001, 40, 15-27. 2.5 75
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199
Expression, crystallization and preliminary characterization of methylmalonyl coenzyme A epimerase
fromPropionibacterium shermanii. Acta Crystallographica Section D: Biological Crystallography,
2001, 57, 706-708.

2.5 9

200
Subunit dissociation and reassociation leads to preferential crystallization of haemoglobin Bart's (Î³4)
from solutions of human embryonic haemoglobin Portland (Î¶2Î³2) at low pH. Acta Crystallographica
Section D: Biological Crystallography, 2001, 57, 921-924.

2.5 7

201 LISA: an intranet-based flexible database for protein crystallography project management. Acta
Crystallographica Section D: Biological Crystallography, 2001, 57, 1341-1343. 2.5 10

202 Structure of HisF, a histidine biosynthetic protein fromPyrobaculum aerophilum. Acta
Crystallographica Section D: Biological Crystallography, 2001, 57, 1518-1525. 2.5 9

203 Oligomerization and ligand binding in a homotetrameric hemoglobin: Two high-resolution crystal
structures of hemoglobin Bart's (Î³4), a marker for Î±-thalassemia. Protein Science, 2001, 10, 1739-1749. 7.6 25

204 Crystal Structure of Methylmalonyl-Coenzyme A Epimerase from P. shermanii. Structure, 2001, 9,
637-646. 3.3 64

205 Immunological and Biochemical Characterization of Streptococcal Pyrogenic Exotoxins I and J (SPE-I) Tj ET
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q
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BT /Overlock 10 Tf 50 502 Td (and SPE-J) fromStreptococcus pyogenes. Journal of Immunology, 2001, 166, 6711-6719.0.8 48

206 Isolation and characterization of a gene encoding a drought-induced cysteine protease in tomato
(<i>Lycopersicon esculentum</i>). Genome, 2001, 44, 368-374. 2.0 7

207 Purification and characterization of Ak.1 protease, a thermostable subtilisin with a disulphide bond in
the substrate-binding cleft. Biochemical Journal, 2000, 350, 321. 3.7 9

208 Purification and characterization of Ak.1 protease, a thermostable subtilisin with a disulphide bond in
the substrate-binding cleft. Biochemical Journal, 2000, 350, 321-328. 3.7 21

209
Crystallization and preliminary X-ray analysis of native and recombinant human bile-salt dependent
lipase: strategies for improvement of diffraction quality. Acta Crystallographica Section D: Biological
Crystallography, 2000, 56, 478-480.

2.5 3

210 Structure of XynB, a highly thermostable Î²-1,4-xylanase fromDictyoglomus thermophilumRt46B.1, at 1.8â€…Ã…
resolution. Acta Crystallographica Section D: Biological Crystallography, 2000, 56, 1367-1375. 2.5 39

211 Crystal structure of the protein disulfide bond isomerase, DsbC, from Escherichia coli. Nature
Structural Biology, 2000, 7, 196-199. 9.7 227

212 Spectroscopic studies on metal complexes of Aspergillus awamori-derived recombinant human
lactoferrin. Inorganica Chimica Acta, 2000, 298, 187-194. 2.4 5

213 Superantigens â€“ powerful modifiers of the immune system. Trends in Molecular Medicine, 2000, 6,
125-132. 2.6 147

214 Metal substitution in transferrins: specific binding of cerium(IV) revealed by the crystal structure of
cerium-substituted human lactoferrin. Journal of Biological Inorganic Chemistry, 2000, 5, 692-698. 2.6 44

215
Crystal structure of the zymogen form of the group A Streptococcus virulence factor SpeB: An
integrin-binding cysteine protease. Proceedings of the National Academy of Sciences of the United
States of America, 2000, 97, 2235-2240.

7.1 96

216
Conservation and variation in superantigen structure and activity highlighted by the
three-dimensional structures of two new superantigens from Streptococcus pyogenes 1 1Edited by I. A.
Wilson. Journal of Molecular Biology, 2000, 299, 157-168.
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217
Structural and functional similarities in the ADP-forming amide bond ligase superfamily: implications
for a substrate-induced conformational change in folylpolyglutamate synthetase 1 1Edited by I. A.
Wilson. Journal of Molecular Biology, 2000, 302, 425-438.

4.2 40

218 Crystal Structure of a Truncated Mutant of Glucose-Fructose Oxidoreductase Shows that an
N-terminal Arm Controls Tetramer Formation. Journal of Molecular Biology, 2000, 304, 575-584. 4.2 14

219 Mutation of the Iron Ligand His 249 to Glu in the N-Lobe of Human Transferrin Abolishes the Dilysine
â€œTriggerâ€• but Does Not Significantly Affect Iron Releaseâ€ ,â€¡. Biochemistry, 2000, 39, 1211-1216. 2.5 38

220 Crystal Structure and Iron-Binding Properties of the R210K Mutant of the N-Lobe of Human
Lactoferrin:Â  Implications for Iron Release from Transferrinsâ€ ,â€¡. Biochemistry, 2000, 39, 6625-6633. 2.5 35

221 A Structural Explanation for the Retinal Specificity of Class 1 ALDH Enzymes. Advances in Experimental
Medicine and Biology, 1999, 463, 27-38. 1.6 8

222
On the molecular-replacement problem in the presence of merohedral twinning: structure of the
N-terminal half-molecule of human lactoferrin. Acta Crystallographica Section D: Biological
Crystallography, 1999, 55, 129-138.

2.5 7

223 Structure of recombinant human lactoferrin expressed in Aspergillus awamori. Acta
Crystallographica Section D: Biological Crystallography, 1999, 55, 403-407. 2.5 60

224 Deposition and release of macromolecular structural data. Acta Crystallographica Section D:
Biological Crystallography, 1999, 55, 2-3. 2.5 3

225 Crystal structure of hemopexin reveals a novel high-affinity heme site formed between two
beta-propeller domains. Nature Structural Biology, 1999, 6, 926-931. 9.7 219

226 Proteins: accelerating towards the new millennium. Current Opinion in Structural Biology, 1999, 9,
705-706. 5.7 1

227
Crystal structures of Bacillus caldovelox arginase in complex with substrate and inhibitors reveal
new insights into activation, inhibition and catalysis in the arginase superfamily. Structure, 1999, 7,
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228
X-ray Crystallography and Mass Spectroscopy Reveal that the N-lobe of Human Transferrin Expressed
inPichia pastorisIs Folded Correctly but Is Glycosylated on Serine-32â€ ,â€¡. Biochemistry, 1999, 38,
2535-2541.

2.5 25

229 Calcium-mediated thermostability in the subtilisin superfamily: the crystal structure of Bacillus Ak.1
protease at 1.8 Ã¥ resolution. Journal of Molecular Biology, 1999, 294, 1027-1040. 4.2 122

230 Functional implications of structural differences between variants A and B of bovine Î²â€•lactoglobulin.
Protein Science, 1999, 8, 75-83. 7.6 122

231 Sheep liver cytosolic aldehyde dehydrogenase: the structure reveals the basis for the retinal
specificity of class 1 aldehyde dehydrogenases. Structure, 1998, 6, 1541-1551. 3.3 200

232 Crystal structure of Escherichia coli manganese superoxide dismutase at 2.1-Ã… resolution. Journal of
Biological Inorganic Chemistry, 1998, 3, 161-171. 2.6 131

233
Structure of Human Apolactoferrin at 2.0â€…Ã… Resolution. Refinement and Analysis of Ligand-Induced
Conformational Change. Acta Crystallographica Section D: Biological Crystallography, 1998, 54,
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234 12-Bromododecanoic acid binds inside the calyx of bovine Î²-lactoglobulin. FEBS Letters, 1998, 438,
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235 Two High-Resolution Crystal Structures of the Recombinant N-Lobe of Human Transferrin Reveal a
Structural Change Implicated in Iron Releaseâ€ ,â€¡. Biochemistry, 1998, 37, 7919-7928. 2.5 242

236 Single Crystal Polarized Spectroscopy of Manganese Superoxide Dismutase and Electronic Structure
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237 Ligand-Induced Conformational Change in Transferrins:Â  Crystal Structure of the Open Form of the
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haemoglobin at 2.9 Ã¥ resolution 1 1Edited by K. Nagai. Journal of Molecular Biology, 1998, 280, 475-484. 4.2 20
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240
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influenzae. Proceedings of the National Academy of Sciences of the United States of America, 1998, 95,
12641-12646.

7.1 111

241
Structural homologies with ATP- and folate-binding enzymes in the crystal structure of
folylpolyglutamate synthetase. Proceedings of the National Academy of Sciences of the United States
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242 Distinct Metal Environment in Fe-Substituted Manganese Superoxide Dismutase Provides a Structural
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243 Three-Dimensional Structure of Lactoferrin. Advances in Experimental Medicine and Biology, 1998, ,
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247 Iron-ic twists of fate. Nature Structural and Molecular Biology, 1997, 4, 869-871. 8.2 7

248 Altered Domain Closure and Iron Binding in Lactoferrin Mutants. , 1997, , 25-38. 0
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250 Mutation of Arginine 121 in Lactoferrin Destabilizes Iron Binding by Disruption of Anion Binding:Â 
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253 Anion Binding by Transferrins:â€‰ Importance of Second-Shell Effects Revealed by the Crystal Structure
of Oxalate-Substituted Diferric Lactoferrin,. Biochemistry, 1996, 35, 9007-9013. 2.5 49

254 The structure of glucose-fructose oxidoreductase from Zymomonas mobilis: an osmoprotective
periplasmic enzyme containing non-dissociable NADP. Structure, 1996, 4, 1413-1428. 3.3 87

255 Crystallographic data deposition. Nature, 1996, 379, 202-202. 27.8 4
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257 Structure of human diferric lactoferrin refined at 2.2 Ã… resolution. Acta Crystallographica Section
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259 The three-dimensional structure of PNGase F, a glycosyl asparaginase from Flavobacterium
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264 Three-Dimensional Structure of Lactoferrin in Various Functional States. Advances in Experimental
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268 Synergism and Substitution in the Lactoferrins. Advances in Experimental Medicine and Biology, 1994,
357, 33-44. 1.6 9
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270 Structure of the Recombinant N-Terminal Lobe of Human Lactoferrin at 2Â·0 Ã… Resolution. Journal of
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272 Anion binding by human lactoferrin: results from crystallographic and physicochemical studies.
Biochemistry, 1992, 31, 4451-4458. 2.5 67
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resolution. Biochemistry, 1992, 31, 4527-4533. 2.5 85
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oxalate-containing products. Crystal structures of [{Cu(bipy)(2,2â€²-dtdp)}n]Â·3nH2O and
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