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Phage display identification of nanomolar ligands for human NEDD4-WW3: Energetic and dynamic
implications for the development of broad-spectrum antivirals. International Journal of Biological
Macromolecules, 2022, 207, 308-323.

Computational generation of proteins with predetermined three-dimensional shapes using 12 5
ProteinSolver. STAR Protocols, 2021, 2, 100505. :

Fast and Flexible Protein Design Using Deep Graph Neural Networks. Cell Systems, 2020, 11, 402-411.e4.

The geometric influence on the Cys2His2 zinc finger domain and functional plasticity. Nucleic Acids 145 4
Research, 2020, 48, 6382-6402. :

Predicting changes in protein stability caused by mutation using sequenced€and structured€based
methods in a CAGIS blind challenge. Human Mutation, 2019, 40, 1414-1423.

Binding site plasticity in viral PPxY Late domain recognition by the third WW domain of human NEDDA4.

Scientific Reports, 2019, 9, 15076. 3.3 12

Evaluating the predictions of the protein stability change upon single amino acid substitutions for
the FXN CAGIS challenge. Human Mutation, 2019, 40, 1392-1399.

A Multireporter Bacterial 2-Hybrid Assay for the High-Throughput and Dynamic Assay of PDZ

Domaind€“Peptide Interactions. ACS Synthetic Biology, 2019, 8, 918-928. 3.8 6

Allosteric Modulation of Binding Specificity by Alternative Packing of Protein Cores. Journal of
Molecular Biology, 2019, 431, 336-350.
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Predicting the Effect of Mutations on Protein Folding and Protein-Protein Interactions. Methods in
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Strategies to Develop Inhibitors of Motif-Mediated Protein-Protein Interactions as Drug Leads. Annual
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Protein engineering by highly parallel screening of computationally designed variants. Science 103 39
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Motif mediated protein-protein interactions as drug targets. Cell Communication and Signaling, 2016,
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Functional Proteins. Cell Reports, 2015, 12, 183-189.
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