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ARTICLE IF CITATIONS

Cryo-EM structures reveal high-resolution mechanism of a DNA polymerase sliding clamp loader.
ELife, 2022, 11, .
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Molecular Basis of the Rapamycin Insensitivity of Target Of Rapamycin Complex 2. Molecular Cell, 2015,
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A second DNA binding site on RFC facilitates clamp loading at gapped or nicked DNA. ELife, O, 11, .




