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Computational Modeling in Glycoscience. , 2021, , 374-404. 3

The case for post-predictional modifications in the AlphaFold Protein Structure Database. Nature
Structural and Molecular Biology, 2021, 28, 869-870.
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The transient manifold structure of the p53 extreme C-terminal domain: insight into disorder,
recognition, and binding promiscuity by molecular dynamics simulations. Physical Chemistry Chemical
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The role of conformational selection in the molecular recognition of the wild type and mutants

<scp>XPA<[scp> <sub>673€80</sub> peptides by <scp>ERCC</scp> 1. Proteins: Structure, Function and
Bioinformatics, 2015, 83, 1341-1351.
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Molecular basis of proton uptake in single and double mutants of cytochrome«<i>c</i>oxidase.
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Electrostatic control of proton pumping in cytochrome c oxidase. Biochimica Et Biophysica Acta -
Bioenergetics, 2008, 1777, 277-284.

Reply to &€ceComment on Acidity of a Cu-bound Histidine in the Binuclear Center of Cytochrome ¢ 06 6
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