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In silico analysis suggests interaction between Ebola virus and the extracellular matrix. Frontiers in 35 04
Microbiology, 2015, 6, 135. ’

Arginase Flavonoid Anti-Leishmanial in Silico Inhibitors Flagged against Anti-Targets. Molecules, 2016,
21, 589.
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TRI_tool: a web-tool for prediction of protein&€“protein interactions in human transcriptional
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Lipoprotein lipase: A bioinformatics criterion for assessment of mutations as a risk factor for
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A combined ligand- and structure-based approach for the identification of rilmenidine-derived
compounds which synergize the antitumor effects of doxorubicin. Bioorganic and Medicinal
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Evolution of 2014/15 H3N2 Influenza Viruses Circulating in US: Consequences for Vaccine
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Novel algorithm for phylogenetic analysis of proteins: application to analysis of the evolution of
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Identification of Candidate Allosteric Modulators of the M1 Muscarinic Acetylcholine Receptor
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