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Low-Resolution Refinement of the DNA and Protein Complex Structures

J. Jiang®, T. Jin, T. Xiao', B. Zhou’, Y. Bai’
Structural Immunobiology Unit, Laboratory of Immunology, National Institute of Allergy and Infectious Disease, NIH, Bethesda, MD 20892, USA.,
zLaboratory of Biochemistry and Molecular Biology, National Cancer Institute, National Institutes of Health, Bethesda, MD 20892, USA

Macromolecular complexes of protein and DNA are often resolved in a low resolution structure (3.0 angstroms or lower). Because
nucleic acids suffer radiation damage more than amino acids, the resulting temperature factors for DNA are generally higher than
those for protein. Recognition of DNA-specific interactions with protein is a challenge at low resolution. The use of low-resolution
refinement ([1]) or the reference high resolution model could improve DNA densities. A number of DNA/protein and nucleosome
complexes (i.e. RAGE-DNA [2], CENP-C-NCP[3]) that we have recently refined demonstrated the validation of these methods.
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