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neurodegeneration. Science Advances, 2022, 8, .

HAT cofactor TRRAP modulates microtubule dynamics via SP1 signaling to prevent neurodegeneration. 6.0 9
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The N-terminal BRCT domain determines MCPH1 function in brain development and fertility. Cell Death
and Disease, 2021, 12, 143.

Aging drives organa€specific alterations of the inflammatory microenvironment guided by

immunomodulatory mediators in mice. FASEB Journal, 2021, 35, e21558. 0.5 1

GMPPA defects cause a neuromuscular disorder with T+-dystroglycan hyperglycosylation. Journal of
Clinical Investigation, 2021, 131, .

Extensive remodeling of the extracellular matrix during aging contributes to age-dependent
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ATR regulates neuronal activity by modulating presynaptic firing. Nature Communications, 2021, 12,
4067.

The Hematopoietic Bone Marrow Niche Ecosystem. Frontiers in Cell and Developmental Biology, 2021,
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Identifying Cella€Typea€specific Metabolic Signatures Using Transcriptome and Proteome Analyses.

Current Protocols, 2021, 1, e245.

Iron Oxide Nanoparticles Carrying 5-Fluorouracil in Combination with Magnetic Hyperthermia Induce
Thrombogenic Collagen Fibers, Cellular Stress, and Immune Responses in Heterotopic Human Colon 4.5 11
Cancer in Mice. Pharmaceutics, 2021, 13, 1625.
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The GID ubiquitin ligase complex is a regulator of AMPK activity and organismal lifespan. Autophagy, o1 43
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Loss of metabolic plasticity underlies metformin toxicity in aged Caenorhabditis elegans. Nature
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Comparison of Protein Quantification in a Complex Background by DIA and TMT Workflows with Fixed
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Brains. International Journal of Molecular Sciences, 2019, 20, 6118.

Cohesin-mediated NF-2B signaling limits hematopoietic stem cell self-renewal in aging and
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The endosomal transcriptional regulator RNF11 integrates degradation and transport of EGFR.
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