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Two heads are better than one: current landscape of integrating QSP and machine learning. Journal of

Pharmacokinetics and Pharmacodynamics, 2022, 49, 5-18. 18 26

Addressing <i>barriers in comprehensiveness, accessibility, reusability, interoperability and
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Education, 2021, 20, arl3.
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Integrative computational approach identifies drug targets in CD4+ T-cell-mediated immune disorders.

Npj Systems Biology and Applications, 2021, 7, 4. 3.0 18

COVID19 Disease Map, a computational knowledge repository of virusd€“host interaction mechanisms.
Molecular Systems Biology, 2021, 17, e10387.
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Changes in lipid profiles of epileptic mouse model. Metabolomics, 2020, 16, 106. 3.0 7

Differences in Blood-Derived Francisella tularensis Type B Strains from Clinical Cases of Tularemia.
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Aberrant energy metabolism and redox balance in seizure onset zones of epileptic patients. Journal of

Proteomics, 2020, 223, 103812. 24 4
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Computational Systems Biology Approach for the Study of Rheumatoid Arthritis: From a Molecular
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Systems Perturbation Analysis of a Large-Scale Signal Transduction Model Reveals Potentially
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