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3 LIGPLOT: a program to generate schematic diagrams of protein-ligand interactions. Protein
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5 Main-chain Bond Lengths and Bond Angles in Protein Structures. Journal of Molecular Biology, 1993,
231, 1049-1067. 4.2 1,142

6 PDBsum: Structural summaries of PDB entries. Protein Science, 2018, 27, 129-134. 7.6 910

7 SURFNET: A program for visualizing molecular surfaces, cavities, and intermolecular interactions.
Journal of Molecular Graphics, 1995, 13, 323-330. 1.1 870

8 ProFunc: a server for predicting protein function from 3D structure. Nucleic Acids Research, 2005, 33,
W89-W93. 14.5 576
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10 PDBsum new things. Nucleic Acids Research, 2009, 37, D355-D359. 14.5 526
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19 The implications of alternative splicing in the ENCODE protein complement. Proceedings of the
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20 NUCPLOT: a program to generate schematic diagrams of protein-nucleic acid interactions. Nucleic
Acids Research, 1997, 25, 4940-4945. 14.5 203
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25 A method for localizing ligand binding pockets in protein structures. Proteins: Structure, Function
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1666-1669. 30.7 108

31 Knowledge-based validation of protein structure coordinates derived by X-ray crystallography and
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32 Molecular basis of inherited diseases: a structural perspective. Trends in Genetics, 2003, 19, 505-513. 6.7 92
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Regions in the Binding Sites of Proteins. Journal of Molecular Biology, 1996, 259, 175-201. 4.2 89

34
Representative Amino Acid Side Chain Interactions in Proteins. A Comparison of Highly Accurate
Correlated<i>ab Initio</i>Quantum Chemical and Empirical Potential Procedures. Journal of Chemical
Theory and Computation, 2009, 5, 982-992.
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35 Anatomy of enzyme channels. BMC Bioinformatics, 2014, 15, 379. 2.6 89

36 Exploring the Evolution of Novel Enzyme Functions within Structurally Defined Protein
Superfamilies. PLoS Computational Biology, 2012, 8, e1002403. 3.2 80
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37 Towards Fully Automated Structure-based Function Prediction in Structural Genomics: A Case Study.
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Full-Matrix Refinement ofÎ³B- andÎ²B2-Crystallin. Acta Crystallographica Section D: Biological
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39 VarSite: Disease variants and protein structure. Protein Science, 2020, 29, 111-119. 7.6 77
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41 From protein structure to biochemical function?. Journal of Structural and Functional Genomics,
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42 Understanding the molecular machinery of genetics through 3D structures. Nature Reviews Genetics,
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Chemistry, 2003, 278, 20240-20244. 3.4 65

44 Enhancing the functional annotation of PDB structures in PDBsum using key figures extracted from
the literature. Bioinformatics, 2007, 23, 1824-1827. 4.1 64

45 Crystal Structure of Thermotoga maritima 0065, a Member of the IclR Transcriptional Factor Family.
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62 Protein structure and phenotypic analysis of pathogenic and population missense variants
in<i>STXBP1</i>. Molecular Genetics &amp; Genomic Medicine, 2017, 5, 495-507. 1.2 29

63 Integrating population variation and protein structural analysis to improve clinical interpretation of
missense variation: application to the WD40 domain. Human Molecular Genetics, 2016, 25, 927-935. 2.9 26

64 Streptococcus pneumoniaYlxR at 1.35â€…Ã… shows a putative new fold. Acta Crystallographica Section D:
Biological Crystallography, 2001, 57, 1747-1751. 2.5 23

65 Structural Quality Assurance. Methods of Biochemical Analysis, 2005, , 273-303. 0.2 23

66 Target Selection and Determination of Function in Structural Genomics. IUBMB Life, 2003, 55, 249-255. 3.4 22

67 Exome sequencing identifies a missense mutation in Isl1 associated with low penetrance otitis media in
dearisch mice. Genome Biology, 2011, 12, R90. 9.6 22
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Representative Amino Acid Side-Chain Interactions in Proteinâ€“DNA Complexes: A Comparison of Highly
Accurate Correlated <i>Ab Initio</i> Quantum Mechanical Calculations and Efficient Approaches for
Applications to Large Systems. Journal of Chemical Theory and Computation, 2015, 11, 4086-4092.

5.3 22

69 The ProFunc Function Prediction Server. Methods in Molecular Biology, 2017, 1611, 75-95. 0.9 22

70 ArchSchema: a tool for interactive graphing of related Pfam domain architectures. Bioinformatics,
2010, 26, 1260-1261. 4.1 21

71 Structural quality assurance. Methods of Biochemical Analysis, 2003, 44, 273-303. 0.2 21

72 New Tools and Resources for Analysing Protein Structures and Their Interactions. Acta
Crystallographica Section D: Biological Crystallography, 1998, 54, 1132-1138. 2.5 19
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75 WSsas: a web service for the annotation of functional residues through structural homologues.
Bioinformatics, 2009, 25, 1192-1194. 4.1 17
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78 X-ray crystal structure of CutA from Thermotoga maritima at 1.4 Ã… resolution. Proteins: Structure,
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97 Protein Structure Databases. Methods in Molecular Biology, 2010, 609, 59-82. 0.9 1

98 Determining Function from Structure. , 2005, , 163-184. 0

99 Structural bioinformatics: from protein structure to function. NATO Science Series Series II,
Mathematics, Physics and Chemistry, 2007, , 165-179. 0.1 0
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