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Acetylation limits 53BP1 association with damaged chromatin to promote homologous recombination.
Nature Structural and Molecular Biology, 2013, 20, 317-325.

RNF8- and RNF168-dependent degradation of KDM4A/JMJD2A triggers 53BP1 recruitment to DNA damage
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Identification of a Fragment-like Small Molecule Ligand for the Methyl-lysine Binding Protein, 53BP1.
ACS Chemical Biology, 2015, 10, 1072-1081.
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Structure of a Second BRCT Domain Identified in the Nijmegen Breakage Syndrome Protein Nbs1 and its
Function in an MDC1-Dependent Localization of Nbs1 to DNA Damage Sites. Journal of Molecular
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Structural Basis of Ubiquitin Recognition by Translesion Synthesis DNA Polymerase [1. Biochemistry, 95 28
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ATM-phosphorylated SPOP contributes to 53BP1 exclusion from chromatin during DNA replication.
Science Advances, 2021, 7, .

Solution structure and catalytic mechanism of human protein histidine phosphatase 1. Biochemical a7 21
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An Acetyl-Methyl Switch Drives a Conformational Change in p53. Structure, 2015, 23, 322-331.

TIRR inhibits the 53BP1-p53 complex to alter cell-fate programs. Molecular Cell, 2021, 81, 2583-2595.e6. 9.7 16
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Preparation of Recombinant Peptides with Site- and Degree-Specific Lysine13C-Methylation.
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The Potassium Channel Interacting Protein 3 (DREAM/KChIP3) Heterodimerizes with and Regulates 3.4 14
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SPOP mutation induces replication over-firing by impairing Geminin ubiquitination and triggers
replication catastrophe upon ATR inhibition. Nature Communications, 2021, 12, 5779.

Identification and Solution Structures of a Single Domain Biotin/Lipoyl Attachment Protein from 3.4 1
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1H, 15N and 13C resonance assignments for the three LOTUS RNA binding domains of Tudor
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1H, 13C, and 15N resonance assignments of human phosphohistidine phosphatase 1 (PHPT1).
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