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Long-Range Changes in Neurolysin Dynamics Upon Inhibitor Binding. Journal of Chemical Theory and
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Efficient in silico exploration of RNA interhelical conformations using Euler angles and WExplore.

Nucleic Acids Research, 2014, 42, 12126-12137.

WExplore: Hierarchical Exploration of High-Dimensional Spaces Using the Weighted Ensemble 06 o1
Algorithm. Journal of Physical Chemistry B, 2014, 118, 3532-3542. :
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