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MadR mediates acyl CoA-dependent regulation of mycolic acid desaturation in mycobacteria.

Proceedings of the National Academy of Sciences of the United States of America, 2022, 119, .

Mathematical models to study the biology of pathogens and the infectious diseases they cause.

IScience, 2022, 25, 104079. 1.9 8
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conditions in aquaponics. PLoS ONE, 2021, 16, e0247534.
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for Microbial Ecology. Frontiers in Microbiology, 2021, 12, 642422.

History and Future Perspectives on the Discipline of Quantitative Systems Pharmacology Modeling and
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A Systems Approach to Brain Tumor Treatment. Cancers, 2021, 13, 3152.
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mechanisms of thermal tolerance. Molecular Ecology, 2021, 30, 4466-4430. 2.0 68

Autophagy as a Mechanism for Adaptive Prediction-Mediated Emergence of Drug Resistance. Frontiers
in Microbiology, 2021, 12, 712631.

Mycobacterium abscessus biofilms produce an extracellular matrix and have a distinct mycolic acid

profile. Cell Surface, 2021, 7, 100051. L5 23

InAvivo commensal control of Clostridioides difficile virulence. Cell Host and Microbe, 2021, 29,
1693-1708.e7.

Predictive regulatory and metabolic network models for systems analysis of Clostridioides difficile. 51 12
Cell Host and Microbe, 2021, 29, 1709-1723.e5. )

Transcriptome signature of cell viability predicts drug response and drug interaction in

Mycobacterium tuberculosis. Cell Reports Methods, 2021, 1, 100123.

EPCO-23. A SINGLE-CELL BASED PRECISION MEDICINE APPROACH USING GLIOBLASTOMA PATIENT-SPECIFIC
MODELS. Neuro-Oncology, 2021, 23, vi6-vi7.
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Quantitative prediction of conditional vulnerabilities in regulatory and metabolic networks using
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A comprehensive spectral assay library to quantify the Escherichia coli proteome by DIA/ISWATH-MS. o4 28
Scientific Data, 2020, 7, 389. ’

Biofilms of the non-tuberculous Mycobacterium chelonae form an extracellular matrix and display
distinct expression patterns. Cell Surface, 2020, 6, 100043.

Selective Translation of Low Abundance and Upregulated Transcripts in Halobacterium salinarum. 17 10
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Temporal and metabolic overlap between lipid accumulation and programmed cell death due to
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Path&€seq identifies an essential mycolate remodeling program for mycobacterial host adaptation.
Molecular Systems Biology, 2019, 15, e8584.

Constraintd€based modelling captures the metabolic versatility of <i>Desulfovibrio vulgaris</i>.
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Transcriptional regulatory networks underlying gene expression changes in Huntington's disease.
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Infection. Frontiers in Microbiology, 2018, 9, 1281.
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Ocean acidification conditions increase resilience of marine diatoms. Nature Communications, 2018, 9,
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A genome wide dosage suppressor network reveals genomic robustness. Nucleic Acids Research, 2017, 6.5 13
45, 255-270. )
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positive autoregulation. Molecular Microbiology, 2014, 92, 369-382.
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Structure-based predictions broadly link transcription factor mutations to gene expression changes
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