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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.
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Coil Cluster 1865 Structures
‘ B 85.2% 6.6% 1.6% 1.6% 1.6% 3.3%
m - 3.3% 1.6% 1.6% 1.6% 4.9%

o)
o) o
° o o ° o ° o ® © & o © . % ® &
\ 180- % - e | i 1c, . IS B TR 6 7 8 9 10 11 12 14
0 30 60 90 120 150 180 210 240 270 300 330 360
P

q

1.6% 4.9% 1.6% 3.3% [EElEReN) 1.6%
3.3% 4.9% 4.9% 1.6% 1.6% 82.0% M
100.0%

= 0% 20% 40% 60% 80% 100%
R - pm N P B SARS-CoV-2 m T4 Virus m Other

<- 1.6% 1.6%  4.9% 1.6%  1.6% 1.6%  1.6% 1.6% [EERLD
n- 4.9% 1.6% 16%  1.6% 18.0% 1.6% 70.5% 300 600 900 1 200
Ala : Asn Cys Gln Glu ] | ' ' ' : ‘ ‘ |

Gly A|:I|Si r|()allé id Leu Lys Phe Pro Ser Thr Val OCC u r re n Ce

Glycan Length
i

= NN W Db U1 O

e
&>
€-9-0-¢

o

Helical Cluster 1269 Structures
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Conclusions

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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