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Biology of Reproduction, 2021, 104, 887-901.
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Computational Biology, 2017, 24, 1-1.

A Protocol for the Design of Protein and Peptide Nanostructure Self-Assemblies Exploiting Synthetic 0.9
Amino Acids. Methods in Molecular Biology, 2017, 1529, 323-352. :
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Machine Learning Approaches for Predicting Protein Complex Similarity. Journal of Computational
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Detecting chromosomal structural variation using jaccard distance and parallel architecture. , 2017, ,
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A new DP algorithm for comparing gene expression data using geometric similarity. , 2015, , .
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26 Multi-Resolution Rigidity-Based Sampling of Protein Conformational Paths. , 2013, , . 8

AN EVOLUTIONARY CONSERVATION-BASED METHOD FOR REFINING AND RERANKING PROTEIN COMPLEX
STRUCTURES. Journal of Bioinformatics and Computational Biology, 2012, 10, 1242002.

28 Combining conservation and rigidity methods to detect critical residues in proteins. , 2012, , . 0

An evolutionary-guided iterative refinement approach for protein multimers. , 2012, , .

Refining multimeric protein complexes using conservation, electrostatics and probabilistic selection.
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Electrostatic contributions drive the interaction between <i>Staphylococcus aureus«<[i> protein Efba€€
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A Single 12-Sheet Model with a Small Hydrophobic Core. Journal of Molecular Biology, 2005, 345, 4.2 71
1213-1227.
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of the calcitonin peptide segment 154€“19. Physical Biology, 2004, 1, 89-99.

The Stability and Dynamics of the Human Calcitonin Amyloid Peptide DFNKF. Biophysical Journal, 2004,

87, 146-158. 0.5 46
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