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48
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54 A dyad of lymphoblastic lysosomal cysteine proteases degrades the antileukemic drug l-asparaginase.
Journal of Clinical Investigation, 2009, 119, 1964-73. 8.2 69



5

Paul A Bates

# Article IF Citations
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69 Selection of metastasis competent subclones in the tumour interior. Nature Ecology and Evolution,
2021, 5, 1033-1045. 7.8 50
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83 IRaPPA: information retrieval based integration of biophysical models for protein assembly selection.
Bioinformatics, 2017, 33, 1806-1813. 4.1 36
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102 The preparation and dynamic behaviour of platinum(IV) derivatives of macrocyclic thioethers. Journal
of Organometallic Chemistry, 1988, 341, 559-567. 1.8 26

103 Costâ€“benefit analysis of the mechanisms that enable migrating cells to sustain motility upon changes
in matrix environments. Journal of the Royal Society Interface, 2015, 12, 20141355. 3.4 26
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110
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1.8 22
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112

The heteronuclear cluster chemistry of the Group 1B metals. Part 11. Effect of the nature of the
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[Au2Ru4(Âµ3-H)(Âµ-H){Âµ-Ph2P(CH2)nPPh2}(CO)12](n= 1 or 2). Journal of the Chemical Society Dalton
Transactions, 1989, , 1227-1236.

1.1 21
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complementarity determining region (CDR) of an antibody. Journal of Molecular Biology, 1998, 284,
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114 A link between sequence conservation and domain motion within the AAA+ family. Journal of
Structural Biology, 2004, 146, 189-204. 2.8 21

115 Emergence of novel cephalopod gene regulation and expression through large-scale genome
reorganization. Nature Communications, 2022, 13, 2172. 12.8 21

116 The sticking point: how integrins bind to their ligands. Trends in Cell Biology, 1994, 4, 379-382. 7.9 20

117 Flexible Protein-Protein Docking with SwarmDock. Methods in Molecular Biology, 2018, 1764, 413-428. 0.9 20

118 Matrix feedback enables diverse higher-order patterning of the extracellular matrix. PLoS
Computational Biology, 2019, 15, e1007251. 3.2 20

119 Structure and Function of Intercellular Adhesion Molecule-1. Chemical Immunology and Allergy, 1991,
50, 98-115. 1.7 19

120

Conversion of a phenylimido complex to a phenylamido complex by the potentially chelating ligand
2,3-dimethyl-2,3-butandiol(pinacol-H2): The crystal and molecular structures of
[W2(NHPh)2(Î¼-pinacol)(pinacol)4] and the reaction side-product [W2(NPh)2(Î¼-O)(pinacol)2(pinacol-H)2].
Polyhedron, 1985, 4, 999-1005.

2.2 19

121

The heteronuclear cluster chemistry of the group 1B metals. Part 7. Synthesis and gold-197 MÃ¶ssbauer
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Q
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1 1 0.784314 rg
BT /Overlock 10 Tf 50 267 Td (E = Eâ€²= As or E = As, Eâ€²= P; n= 2, E = Eâ€²= P). X-Ray crystal structure of

[Au2Ru4(Âµ3-H)(Âµ-H)(Âµ-Ph2AsCH2PPh2)(CO)12]. Journal of the Chemical Society Dalton Transactions,
1988, , 1795-1801.

1.1 19

122
The syntheses, structures and stereodynamics of transition metal complexes of
1,1â€²-bis(methylthio)ruthenocene. Crystal structure of 1,1â€²-bis(methylthio)ruthenocene
tetracarbonyltungsten. Journal of Organometallic Chemistry, 1990, 394, 455-468.

1.8 19

123 Towards an automatic method of predicting protein stucture by homology: an evaluation of
suboptimal sequence alignments. Protein Engineering, Design and Selection, 1992, 5, 305-311. 2.1 19

124 Developing a move-set for protein model refinement. Bioinformatics, 2006, 22, 1838-1845. 4.1 19

125 A Structural Systems Biology Approach for Quantifying the Systemic Consequences of Missense
Mutations in Proteins. PLoS Computational Biology, 2012, 8, e1002738. 3.2 19

126 Fission yeast condensin contributes to interphase chromatin organization and prevents
transcription-coupled DNA damage. Genome Biology, 2020, 21, 272. 8.8 19
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127 Halogenated Metabolites of the Red Alga Plocamium cruciferum. Australian Journal of Chemistry,
1979, 32, 2545. 0.9 18

128 Diaquabis(1,3-diaminopropane)copper(II) difluoride: X-ray structure reveals short hydrogen bonds
between ligand waters and lattice fluorides. Inorganica Chimica Acta, 1988, 154, 17-20. 2.4 18

129

The heteronuclear cluster chemistry of the group 1B metals. Part 10. Synthesis, structures, and
dynamic behaviour of the bimetallic hexanuclear group 1B metal cluster compounds
[M2Ru4(Âµ3-H)2{Âµ-Ph2As(CH2)nEPh2}(CO)12](M = Cu or Ag; E = As or P; n= 1 or 2). X-Ray crystal structure
of [Cu2Ru4(Âµ3-H)2{Âµ-Ph2As(CH2)2PPh2}(CO)12]. Journal of the Chemical Society Dalton Transactions,
1988, , 2787-2796.

1.1 18

130 A machine learning approach for ranking clusters of docked proteinâ€•protein complexes by pairwise
cluster comparison. Proteins: Structure, Function and Bioinformatics, 2017, 85, 528-543. 2.6 18

131 Comparative modelling: an essential methodology for protein structure prediction in the
post-genomic era. Applied Bioinformatics, 2002, 1, 177-90. 1.6 18

132
The preparation and dynamic behaviour of platinum(IV) derivatives of macrocyclic sulphides; the X-ray
crystal structure of fac-[PtMe3SCH2CH2SCH2CH2SCH2CH2]ClÂ·2H2O. Journal of the Chemical Society
Chemical Communications, 1987, , 978-980.

2.0 17

133

Syntheses, electrochemistry, and spectroscopy of dirhodium(II) tetra-acetamidate and
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of [Rh2(CH3CONH)4(AsPh3)2] and [Rh2(CH3CONH)4 â€“n(CH3CO2)n(MPh3)2], M = As or Sb, nâ‰ˆ 1. Journal of
the Chemical Society Dalton Transactions, 1989, , 581-588.
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134 Humanisation and characterisation of PR1A3, a monoclonal antibody specific for cell-bound
carcinoembryonic antigen. Cancer Immunology, Immunotherapy, 1999, 47, 299-306. 4.2 17

135
Reactions of allene with triosmium and triruthenium clusters including coupling and oxidative
addition: X-ray structure of the coupled allene compound [Os3(C6H8)(CO)10]. Journal of the Chemical
Society Dalton Transactions, 1987, , 2935.

1.1 16

136 The hydrogen bonding of ligand fluoride: the X-ray crystal structure of
difluoro(2,2â€²:6â€²,2â€³-terpyridine)copper(II) trihydrate. Inorganica Chimica Acta, 1988, 143, 25-29. 2.4 16

137
Stereochemical non-rigidity of dithioether complexes of trimethylplatinum(IV) halides. X-Ray crystal
structures of [PtClMe3(MeSCH2CH2SEt)] and [PtIMe3(MeSCH2CH2SBut)]. Journal of the Chemical
Society Dalton Transactions, 1988, , 521-531.

1.1 16

138
Structure of Âµ-fluoro-bis[bis(2,2â€²-bipyridyl)fluoronickel(II)] fluorideâ€“ethanol (1/2) trihydrate,
revealing several unique features including strong hydrogen bonds between fluoride ions and
ethanol molecules. Journal of the Chemical Society Dalton Transactions, 1989, , 1273-1276.
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139
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