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Ku Regulates the Non-Homologous End Joining Pathway Choice of DNA Double-Strand Break Repair in
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DNA-dependent Protein Kinase Is a Target for a CPP32-like Apoptotic Protease. Journal of Biological
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Regulation of Telomere Length and Suppression of Genomic Instability in Human Somatic Cells by Ku86.
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The fidelity of the ligation step determines how ends are resolved during nonhomologous end
joining. Nature Communications, 2014, 5, 4286.

CtIP mediates replication fork recovery in a FANCD2-regulated manner. Human Molecular Genetics, 2.9 68
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FANCI Regulates Recruitment of the FA Core Complex at Sites of DNA Damage Independently of FANCD2.
PLoS Genetics, 2015, 11, e1005563.

Radiosensitization by PARP Inhibition in DNA Repair Proficient and Deficient Tumor Cells: Proliferative

Recovery in Senescent Cells. Radiation Research, 2016, 185, 229. L5 66

Escape from Telomere-Driven Crisis Is DNA Ligase Ill Dependent. Cell Reports, 2014, 8, 1063-1076.

Preventing over-resection by DNA2 helicase/nuclease suppresses repair defects in Fanconi anemia cells. 06 58
Cell Cycle, 2014, 13, 1540-1550. ’
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Cockayne syndrome group B protein regulates <scp>DNA</scp> doubled€strand break repair and
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DNA-PKcs promotes chromatin decondensation to facilitate initiation of the DNA damage response. 145 55
Nucleic Acids Research, 2019, 47, 9467-9479. :

A versatile reporter system for CRISPR-mediated chromosomal rearrangements. Genome Biology, 2015,
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Chromothripsis during telomere crisis is independent of NHEJ, and consistent with a replicative
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Human LIGIV is synthetically lethal with the loss of Rad54B-dependent recombination and is required
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EXO1 resection at G-quadruplex structures facilitates resolution and replication. Nucleic Acids

Research, 2020, 48, 4960-4975. 14.5 26

Restoration of ATM Expression in DNA-PKcs&€"“Deficient Cells Inhibits Signal End Joining. Journal of
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Human somatic cells deficient for RAD52 are impaired for viral integration and compromised for most
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A role for XLF in DNA repair and recombination in human somatic cells. DNA Repair, 2014, 15, 39-53.

Functional cross talk between the Fanconi anemia and ATRX/DAXX histone chaperone pathways
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DNA Ligase 1 is an essential mediator of sister chromatid telomere fusions in G2 cell cycle phase.
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