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SWI/SNF subunit BAF155 N-terminus structure informs the impact of cancer-associated mutations
and reveals a potential drug binding site. Communications Biology, 2021, 4, 528

Structure of the BRK domain of the SWI/SNF chromatin remodeling complex subunit BRG1 reveals
a potential role in protein-protein interactions. Protein Science, 2020, 29, 1047-1053

Crystal Structures and Nuclear Magnetic Resonance Studies of the Apo Form of the c-MYC:MAX
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of Salmonella Typhimurium by Autophagy. PLoS Pathogens, 2015, 11, e1005174
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The general definition of the p97/valosin-containing protein (VCP)-interacting motif (VIM) o
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Molecular basis of histone H3K36me3 recognition by the PWWP domain of Brpf1. Nature Structural
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The structure of the FYR domain of transforming growth factor beta regulator 1. Protein Science, 6
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Molecular basis of the interactions between the p73 N terminus and p300: effects on
transactivation and modulation by phosphorylation. Proceedings of the National Academy of
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VHL mutations linked to type 2C von Hippel-Lindau disease cause extensive structural
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66 The solution structure of the ZnF UBP domain of USP33/VDU1. Protein Science, 2007, 16, 2072-5 63 22

Four domains of p300 each bind tightly to a sequence spanning both transactivation subdomains of -
p53. Proceedings of the National Academy of Sciences of the United States of America, 2007, 104, 7009-14 >
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Functional analysis of the post-transcriptional regulator RsmA reveals a novel RNA-binding site.
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Solution structure of the nonmethyl-CpG-binding CXXC domain of the leukaemia-associated MLL
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Crystal structure of a hyperthermophilic archaeal acylphosphatase from Pyrococcus
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Role of conformational heterogeneity in domain swapping and adapter function of the Cks L
proteins. Journal of Biological Chemistry, 2005, 280, 30448-59 54 9

Solution structure of the Kaposils sarcoma-associated herpesvirus K3 N-terminal domain reveals a
Novel E2-binding C4HC3-type RING domain. Journal of Biological Chemistry, 2004, 279, 53840-7

NMR structure of the alpha-hemoglobin stabilizing protein: insights into conformational
heterogeneity and binding. Journal of Biological Chemistry, 2004, 279, 34963-70 >4 47

The structure of the AXH domain of spinocerebellar ataxin-1. Journal of Biological Chemistry, 2004,
279, 3758-65

Solution structure of the HPV-16 E2 DNA binding domain, a transcriptional regulator with a dimeric
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Crystallization and preliminary crystallographic analysis of a novel orange fluorescent protein from
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Crystallization and preliminary crystallographic analysis of an acylphosphatase from the
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archaeon Thermococcus celer. Protein Science, 2003, 12, 1483-95

Structure of the Jab1/MPN domain and its implications for proteasome function. Biochemistry,
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Crystal structure of ribosomal protein L30e from the extreme thermophile Thermococcus celer:
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The UBX domain: a widespread ubiquitin-like module. Journal of Molecular Biology, 2001, 307, 17-24 6.5
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human p73alpha. Acta Crystallographica Section D: Biological Crystallography, 2000, 56, 769-71
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heteronuclear NMR. Journal of Molecular Biology, 1998, 278, 417-29
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Structure and stability of an immunoglobulin superfamily domain from twitchin, a muscle protein
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double-stranded RNA binding domain from the Drosophila protein staufen. FEBS Letters, 1995, 362, 333368

119

16

291

89

25

66

129




MARK BYCROFT

Three-dimensional solution structure and 13C assignments of barstar using nuclear magnetic

18 resonance spectroscopy. Biochemistry, 1994, 33, 8866-8877 3-2 104

Structure and dynamics of barnase complexed with 3BGMP studied by NMR spectroscopy.
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Identification of the barstar binding site of barnase by NMR spectroscopy and hydrogen-deuterium
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Assignment of the backbone 1H and 15N NMR resonances and secondary structure
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14 pathway of barnase: complementarity to and agreement with protein engineering studies. Journal 6.5 90
of Molecular Biology, 1992, 224, 837-45
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and NMR. Biochemistry, 1991, 30, 11348-56 32 26

12

Aromatic-aromatic interactions and protein stability. Investigation by double-mutant cycles. Journal
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