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[Ref. 1] Kim, D.N., Kilchherr, F., Dietz, H., Bathe, M. Quantitative prediction of 3D solution shape and
flexibility of nucleic acid nanostructures. Nucleic Acids Research, 40: 2862-2868 (2012).



[Ref. 2] Castro, C.E., Kilchherr, F., Kim, D.N., Lin Shiao, E., Wauer, T., Wortmann, P., Bathe, M., Dietz, H. A
primer to scaffolded DNA origami. Nature Methods, 8: 221-229 (2011).
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[Ref] Kim, D.N., Nguyen, C.T., Bathe, M. Conformational dynamics of supramolecular protein assemblies.

Journal of Structural Biology, 173: 261-270 (2011).
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[Ref] Koyfman AY, Schmid MF, Gheiratmand L, Fu CJ, Khant HA, Huang D, He CY, Chiu W. Structure of

Trypanosoma brucei flagellum account for its bihelical motion. PNAS, 108: 11105-11108 (2011).



