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Meeting and Conference 2006, Baltimore, Maryland, November 2006.

“Polarizable empirical force field based on the classical Drude oscillator model” Florida
State University Workshop 2007 on “Quantitative Computational Biophysics”, Florida State
University, Tallahassee, Florida, February 2007.

“Computational studies of base flipping in DNA alone and bound to the cytosine-5-
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