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0-GlIcNAc

Roles of 0-GIcNAc modification in diabetic polyneuropathy.

Jiro, Nakamura
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Diabetic polyneuropathy (DPN) is a common complication of diabetes, but an
effective treatment has not yet been established, and the underlying mechanism requires further
elucidation.

In this study, we focused on O-linked N-acetylglucosamine (0-GIcNAc) modification, and we aimed to
identify O-GIcNAc modification proteins in the peripheral nervous system to understand their impact
on the pathogenesis of DPN.

Peptide sequencing was performed to generate a list of candidate proteins. Additionally, RNA
sequencing analysis revealed that in the GIcNAc-loaded group, 50 gene ontology (GO) terms showed a
significant increase, while 17 GO terms exhibited a significant decrease compared to the control
group. Furthermore, differential expression analysis (DEG) highlighted significant upregulation or
downregulation of several genes.
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