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Goal: sequence —structure—specificity
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Full-atom score function

« Explicit electrostatic (hack_elec)

« LK orientation-dependent
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Decoys to specificity
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Results: structure prediction
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Results: structure prediction

Full protocol
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Results: single ZF specificity prediction
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Results: multi-ZF specificity prediction
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Summary

 Structure-based prediction of DNA
binding specificity, using family info

« Works well for C2H2 ZFs
—more families to follow
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