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Using PDB experimental structures, a new database named GPS Hub is proposed. We define a sequon as an 11-mer peptide that spans from positions -5 to 

+5 relative to the central glycosylation site. We identified 87050 sequons and using machine learning techniques, in particular UMAP and DBSCAN algorithms,

we clustered them into 2625 distinct groups. Below, we present the key findings for three of these clusters.

We have developed a database that consolidates comprehensive information on sequon and Glycan structures, starting from experimental data. We employed 

a machine learning approach to categorize these structures into clusters, uncovering common patterns hidden within glycan sequences.
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ASN SER THR TYR CYS TRPNAG MAN BGC 289 FUC BMA GLC NDG NGA A2G

KDO XYS FUL RIP HSY FKD NAA HSQ B6D ARA

ALL GAL XYP 4N2 SHG GCV BDP GCU

GPS Hub Overview

Sugar present Amino acids involved in linkage within the Sequon

Cremer-People Puckering Glycan Length Distribution
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Cofactors Sequons

Hairpin Cluster 1455 Structures

Helical Cluster 1269 Structures

Coil Cluster 1865 Structures
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