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Hypertension delays viral clearance and exacerbates airway hyperinflammation in patients with
COVID-19. Nature Biotechnology, 2021, 39, 705-716.

Memory-like HCV-specific CD8+ T cells retain a molecular scar after cure of chronic HCV infection. 145 o5
Nature Immunology, 2021, 22,229-239. :
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Lipomatous Solitary Fibrous Tumors Harbor Rare NAB2-STAT6 Fusion Variants and Show Up-Regulation
of the Gene PPARG, Encoding for a Regulator of Adipocyte Differentiation. American Journal of
Pathology, 2021, 191, 1314-1324.
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Single-cell analysis of patient-derived PDAC organoids reveals cell state heterogeneity and a
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IL411 Is a Metabolic Immune Checkpoint that Activates the AHR and Promotes Tumor Progression. Cell, 28.9 259
2020, 182, 1252-1270.e34. )

Linker histone epitopes are hidden by in situ higher-order chromatin structure. Epigenetics and

Chromatin, 2020, 13, 26.

Methylome-based cell-of-origin modeling (Methyl-COOM) identifies aberrant expression of immune

regulatory molecules in CLL. Genome Medicine, 2020, 12, 29. 8.2 15
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Linking aberrant chromatin features in chronic lymphocytic leukemia to transcription factor
networks. Molecular Systems Biology, 2019, 15, e8339.

Mutational patterns and regulatory networks in epigenetic subgroups of meningioma. Acta 77 4
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MEST mediates the impact of prenatal bisphenol A exposure on long-term body weight development.
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The whole-genome landscape of medulloblastoma subtypes. Nature, 2017, 547, 311-317.
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Prenatal maternal stress and wheeze in children: novel insights into epigenetic regulation. Scientific
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Mutations in the SIX1/2 Pathway and the DROSHA/DGCR8 miRNA Microprocessor Complex Underlie 16.8 248
High-Risk Blastemal Type Wilms Tumors. Cancer Cell, 2015, 27, 298-311. )
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