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y Targeted Enrichment of the Alzheimer’s Disease
. Ubiquitinome Using Novel Chemical Probes

This research has developed a novel chemical method to detect subtle changes in brain proteins
that may signal the onset of Alzheimer’s Disease, years before symptoms appear, with the potential
to improve patient outcomes and accelerate the development of more effective treatments.
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Changes in Ubiquitin Levels are Linked to Alzheimer’s Disease Our Approach: Selectively Tagging N-Terminal Glycine to Detect AD
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