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FANCA Promotes DNA Double-Strand Break Repair by Catalyzing Single-Strand Annealing and Strand

Exchange. Molecular Cell, 2018, 71, 621-628.4. 97 65
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trinucleotide repeat expansion. Nucleic Acids Research, 2014, 42, 3675-3691.
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Basal level of FANCD2 monoubiquitination is required for the maintenance of a sufficient number of

licensed-replication origins to fire at a normal rate. Oncotarget, 2014, 5, 1326-1337.
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