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The FALC-Loop web server for protein loop modeling. Nucleic Acids Research, 2011, 39, W210-W214.

Protein loop modeling by using fragment assembly and analytical loop closure. Proteins: Structure,

Function and Bioinformatics, 2010, 78, 3428-3436. 2.6 20

Exact partition function zeros and the collapse transition of a two-dimensional lattice polymer.
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