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8 Crystal structure of NAD+-dependent DNA ligase: modular architecture and functional implications.
EMBO Journal, 2000, 19, 1119-1129. 3.5 169

9
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Crystal structure of Escherichia coli CyaY protein reveals a previously unidentified fold for the
evolutionarily conserved frataxin family. Proceedings of the National Academy of Sciences of the
United States of America, 2000, 97, 8932-8937.
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17 Crystal structure of carboxylesterase from Pseudomonas fluorescens, an Î±/Î² hydrolase with broad
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Crystal Structure of Visfatin/Pre-B Cell Colony-enhancing Factor 1/Nicotinamide
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20 The TB structural genomics consortium: a resource for Mycobacterium tuberculosis biology.
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26 Raman spectroscopy of sulphur-containing amino acids and their derivatives adsorbed on silver.
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27 Crystal Structure of Î²-d-Xylosidase from Thermoanaerobacterium saccharolyticum, a Family 39
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Structural basis for the inhibition of<i>Mycobacterium
tuberculosis</i><scp>L</scp>,<scp>D</scp>-transpeptidase by meropenem, a drug effective against
extensively drug-resistant strains. Acta Crystallographica Section D: Biological Crystallography, 2013,
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29 The TB Structural Genomics Consortium: Providing a Structural Foundation for Drug Discovery.
Current Drug Targets Infectious Disorders, 2002, 2, 121-141. 2.1 66

30 Raman spectroscopy of L-tryptophan-containing peptides adsorbed on a silver surface. Journal of
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31 Structural Basis for the Enhanced Anti-Diabetic Efficacy of Lobeglitazone on PPARÎ³. Scientific Reports,
2018, 8, 31. 1.6 62
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Structural basis for methyl-donorâ€“dependent and sequence-specific binding to tRNA substrates by
knotted methyltransferase TrmD. Proceedings of the National Academy of Sciences of the United
States of America, 2015, 112, E4197-205.

3.3 54

39
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Insights into eukaryotic multistep phosphorelay signal transduction revealed by the crystal structure
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<i>Helicobacter pylori</i> proinflammatory protein up-regulates NF-ÎºB as a cell-translocating Ser/Thr
kinase. Proceedings of the National Academy of Sciences of the United States of America, 2010, 107,
21418-21423.

3.3 49
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52 Surface-enhanced Raman scattering (SERS) of nucleic acid components in silver sol: Guanine series.
Journal of Raman Spectroscopy, 1987, 18, 253-258. 1.2 35

53 The Cell Shape-determining Csd6 Protein from Helicobacter pylori Constitutes a New Family of
l,d-Carboxypeptidase. Journal of Biological Chemistry, 2015, 290, 25103-25117. 1.6 34
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