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Focal adhesion kinase plays a dual role in TRAIL resistance and metastatic outgrowth of malignant

melanoma. Cell Death and Disease, 2022, 13, 54.

Project-based learning course on metabolic network modelling in computational systems biology.

PLoS Computational Biology, 2022, 18, e1009711. 3.2 8

Importance of the biomass formulation for cancer metabolic modeling and drug prediction. IScience,
2021, 24,103110.

Metabolic Modeling of Pectobacterium parmentieri SCC3193 Provides Insights into Metabolic Pathways

of Plant Pathogenic Bacteria. Microorganisms, 2019, 7, 101. 3.6 10

Genomic traits of Klebsiella oxytoca DSM 29614, an uncommon metal-nanoparticle producer strain
isolated from acid mine drainages. BMC Microbiology, 2018, 18, 198.

Constraint-based modeling identifies new putative targets to fight colistin-resistant A. baumannii
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New Genome Sequence of an Echinacea purpurea Endophyte, Arthrobacter sp. Strain EpSL27, Able To
Inhibit Human-Opportunistic Pathogens. Genome Announcements, 2017, 5, .

Phenotypic and genomic characterization of the antimicrobial producer Rheinheimera sp. EpRS3
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Draft Genome Sequence of <i>Pseudomonas</[i> sp. Strain Ep R1 Isolated from <i>Echinacea
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Draft Genome Sequences of the Antimicrobial Producers Pseudomonas sp. TAA207 and Pseudomonas
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Molybdenum and Biological Systems (Molybdenum Cofactors Containing Enzymes and Pathways).
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Molybdenum Cofactor-Containing Enzymes and Pathways. Springer Briefs in Molecular Science, 2015, ,
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Molybdenum Availability in the Ecosystems (Geochemistry Aspects, When and How Did It Appear?).
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