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Structural study on the clamp PCNA-loading mechanism by the clamp loader RFC
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To understand the detailed loading mechanism of the clamp PCNA onto DNA by
the clamp-loader RFC in an ATP-dependent manner, we aimed (1) preparation of
selenomethionine-labeled (SeMet) PCNA, (2) high resolution structure determination of RFC, and (3)
crystallization and structure determination of the RFC-PCNA-DNA ternary complex. We determined the
crystal structure of SeMet PCNA at 2.5 angstrom resolution. We established a novel preparation
method of the highly purified recombinant RFC, but did not succeed in the high-resolution structure

determination of the RFC. We performed crystallization screening of the RFC-PCNA-DNA ternary complex
in a wide range of conditions, but obtained no crystals during this research project.
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