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Tissue-specific

Enter the UniprotID/Gene Name/Organ name to search

Choose confidence： The level of confidence is determined by 

the results identified by the four software tools(pGlyco3、
StrucGP、MSFragger-Glyco、Glyco-Decipher)

High-Conf : ldentified as the same lD by 4 software tools 

Moderate-Conf : ldentified as the same by 2&3 software tools

Low-Conf : a spectrum only identified by one

Ambiguous lD : IDs differ across multiple software tools



Tissue-specific

The digestion method used in the experiment

Take CD36, for example

Tissue-specific 

distribution of 

CD36 protein

The enrichment method used in the experiment

Check in Uniprot: Jump to the Uniprot information page for the corresponding protein

Complete IDs source file Download and Spectrum scan number Donload: Download 

the full ID file and spectrum scan number associated with CD36 for further analysis



Tissue-specific

The first 15 IDs identified for this protein， Sort by number of spectra





Tissue-specific

3D infographic of CD36

Go to the AlphaFold PDB page

The atomic structure of Asn were showed in red as the identified N-glycosite



Tissue-specific

After selecting the glycosylation 

site, the composition of the 

glycan chain can be seen on the 

right



单击此处添加标题

Jump to the curated dataset page for this protein (From 

literature database）. Please see next page.



The curated dataset page of CD36

Download all glycoform information for CD36

Go back to the page you just saw
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Spatial-temporal and disease-related Data

Let's take CD36_MOUSE

as an example

Glycoforms

identified in 

CD36 under 

different 

conditions

Samples or tissues under 

different experimental 

conditions involve 

different time, space, and 

disease states

The color indicates the 

numerical range of 

normalized intensities: 

from yellow (low 

expression) to red (high 

expression).



Spatial-temporal and disease-related Data

Protein sequence and glycosylation site information
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Query

N-Glycoproteomic information of Homo sapiens\Mus musculus\Fission yeast can be searched



Query

The corresponding protein 

was queried by selecting 

the species\sample\specific 

conditions



Query

The list of eligible proteins is available 

for viewing and downloading



Comparative disease glycoproteomics



Comparative disease glycoproteomics

Significant changes of glycoforms in dengue patients compared to healthy patients from curated literatures

X-axis: Indicates fold changes in 

glycoform abundances in dengue 

patients relative to healthy 

patients, taking the logarithmic 

value (Log2).

Y-axis: Indicates the statistical 

significance of the changes in 

glycoforms, with higher values 

indicating higher significance.



Comparative disease glycoproteomics Functional Enrichment Analysis



N-Glycopeptides Pool

Theoretical analysis tools for N-glycosylated peptides：
By uploading the FASTA file (still using CD36_MOUSE as an 

example, uniprot id: Q08857), select the enzyme digestion 

method, Max Missed Cleavage Sites and Variable 

Modifications for theoretical simulation



N-Glycopeptides Pool

The primary structure information of the protein is shown in the table



N-Glycopeptides Pool

After loading 100%, jump to the theoretical peptide page



Theoretical Peptide Page

See the next page for glycopeptide analysis



Nglycopeptide analysis



Nglycopeptide analysis



Nglycopeptide analysis



THANKS FOR WATCHING


