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Salmonella Typhimurium by Autophagy. PLoS Pathogens, 2015, 11, e1005174. 2.1 177
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18 Molecular basis of histone H3K36me3 recognition by the PWWP domain of Brpf1. Nature Structural
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Molecular basis of the interactions between the p73 N terminus and p300: Effects on transactivation
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Journal of Molecular Biology, 2006, 355, 1026-1036. 2.0 87
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30 Solution structure of the nonmethyl-CpG-binding CXXC domain of the leukaemia-associated MLL
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32 The macro domain is an ADP-ribose binding module. EMBO Journal, 2005, 24, 1911-1920. 3.5 439

33 Role of Conformational Heterogeneity in Domain Swapping and Adapter Function of the Cks Proteins.
Journal of Biological Chemistry, 2005, 280, 30448-30459. 1.6 23

34
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39 The Structure of the AXH Domain of Spinocerebellar Ataxin-1. Journal of Biological Chemistry, 2004,
279, 3758-3765. 1.6 55
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Crystallization and preliminary crystallographic studies of a ribosomal protein L30e from the
hyperthermophilic archaeonThermococcus celer. Acta Crystallographica Section D: Biological
Crystallography, 2001, 57, 865-866.

2.5 2

56 Crystallization and preliminary crystallographic studies of a SAM domain at the C-terminus of human
p73Î±. Acta Crystallographica Section D: Biological Crystallography, 2000, 56, 769-771. 2.5 11

57 RNA recognition by a Staufen double-stranded RNA-binding domain. EMBO Journal, 2000, 19, 997-1009. 3.5 331

58 Letter to the editor: 1H, 13C and 15N NMR assignments of the C-type lectin TC14. Journal of
Biomolecular NMR, 2000, 18, 283-284. 1.6 3

59 The structure of a LysM domain from E. coli membrane-bound lytic murein transglycosylase D (MltD) 1
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60 Biophysical Characterization of Elongin C from Saccharomyces cerevisiae. Biochemistry, 2000, 39,
11137-11146. 1.2 10
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62 The structure of a tunicate C-type lectin from polyandrocarpa misakiensis complexed with
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64 Characterisation of urea-denatured states of an immunoglobulin superfamily domain by
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