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Knowledge Gap

- O-GlcNAcylation is linked to tumor progression, but its systems-level role
remains unclear.

- No established framework exists to study its 
dysregulation or its downstream protein 
effects across cancers.

How We Addressed It

- Developed a scalable framework to infer O-GlcNAcylation dysregulation

- Mapped key functional networks to assess its role in cancer progression
and patient outcomes.

- Identified risk and protective pathways, guiding targeted hypotheses on
tumor growth and therapy resistance.
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