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Requirements

Windows 7 or above

 64 bit version

 .Net Framework 4.5.2
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.Net Framework 4.5.2

 If .Net Framework 4.5.2 was not installed, message below will 

be shown when running pGlyco.

 To download and install .Net Framework 4.5.2, please visit 
https://www.microsoft.com/en-us/download/details.aspx?id=42642
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https://www.microsoft.com/en-us/download/details.aspx?id=42642


Catalog

Activation

Search

Results

Use gLabel to annotate GPSM
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Activation

 If it is the first time you run 

pGlyco, activation dialog will 

show up. After filling all the 

blanks, click “Copy to 

clipboard”

 After we receive the 

activation information, we 

will email the license file (a 

*.pGlyco.license file) to you 

via pglyco@ict.ac.cn
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Activation
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After you have received the license file 

(*.pGlyco.license), click “Import the license 

file”, and then import the license file.



Activation
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* The activation code is machine related, if you did the above 

activation process in a machine, the activation code you received can 

only activate that machine.

If wrong license



Catalog

Activation

Search

Results

Use gLabel to annotate GPSM
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Search

9

New an analysis

or open an existing one



Search 
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Input “Task Name” and 

“Output Path”, all result files 

will be write into the output 

path, click “OK”



Search
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pGlyco currently supports 

RAW and MGF (exported by 

pParse)

Click here to add RAW or 

MGF files 



Search
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Add two RAWs



Search
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Click Identification



Search
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pGlyco will run in multiple process mode for fast 

identification when there are many raw files

Search parameters like protein search engine. 

Fasta file must only contains target protein 

sequences.

**Our N-glycan database is currently only for 

human and mouse, glycans of other species 

may be not well considered.



Search
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Add selected modification 

to fix/var modifications

Delete selected fix/var

modifications



Search
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Quantitation is for future support;

Click “Check and Run”



Search
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1、Check the parameters. If some rows are filled by red, 

it means that these parameters are empty or incorrect!

2、After all parameters are checked, 

click “Save” and then click “Start”, 

pGlyco will start to search the raw files



Search
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pGlyco is searching the raw files



Search

19

pGlyco finished searching, check the result files



Catalog

Activation

Search

Results

Use gLabel to annotate GPSM
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Results

 Final result file is located in “Output Path”, the file name is 

pGlycoDB-GP-FDR-Pro.txt
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The output path you specified when creating 

this analysis.



Results

 Open pGlycoDB-GP-FDR-Pro.txt in Microsoft Excel

 Column information

 GlySpec: spectrum name (raw_name.scan.scan.charge.mixid.dta)

 PepSpec: same as GlySpec

 RT: retention time in seconds

 Peptide / Mod: peptide and modification information

• pGlyco will automatically convert N in N-X-S/T/C to J
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Results

 Column information:

 Glycan(H,N,A,G,F): glycan composition,

• H = #Hex, N = #HexNAc, A = #NeuAc, G = #NeuGc, F = #Fuc

 PlausibleStruct: plausible glycan structure in canonical form, we 

can decode the canonical string into the structure (see next slide).

 GlySite: glycosylated site of peptide sequence
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Results

 Decoding the canonical structure
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Results

 Column information

 TotalScore: glycopeptide score

 PepScore: peptide score

 GlyScore: glycan score

 CoreMatched: How many trimannosyl-core ions matched

 CoreFuc: core-fucosylated ions, N1F1 and N2F1 in pGlyco

• 0: not core-fuc

• 10: core-fuc, but no core-fuc ions matched

• 11: core-fuc, matched one core-fuc ion

• 12: core-fuc, matched two core-fuc ions
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Results

 Column information

 GlycanFDR

 PeptideFDR

 TotalFDR: glycopeptide FDR at spectrum level

 Proteins: inferred protein AC (separated by “/” if multiple 

proteins inferred)

 ProSite: glycosylated sites of inferred proteins, separated by “/”
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Catalog

Activation

Search

Results

Use gLabel to annotate GPSM
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gLabel

 Use gLabel to annotate the spectrum
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gLabel

 We used glabel.gconf file in the bin folder to control the the

plot, you can modify this file and then run gLabel if necessary.
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Do not change these lines



gLabel – show a GPSM

30

Fragment tolerance

Load MGF

Load result file

Input spectrum name and 

click “show”

Plotting option



gLabel – show a GPSM

 After input the correct spectrum name and click “show”

31

Click here to save the plot as eps or jpg file



gLabel – batch plot
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Precursor tolerance

Load MGF

Load result file

Plotting option

Batch plot button



gLabel – batch plot

 Click “batch” button, choose an (empty) folder to store the 

plotted gLabel figures.
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Plotted figures in the folder



gLabel – User defined glycopeptides
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Precursor tolerance

Load MGF

Input spectrum name

Plotting option

Glycan: G1 G2 … Gn|#G1 #G2 … #Gn

|#g1 #g2 … #gn;#g1 #g2 …

Peptide: sequence|glysite

Click “show this”

G1 G2 … Gn is the glyco short names, see “glabel.gconf” 

in the bin folder for details



gLabel – User defined glycopeptides

 After click “show this” (trimannosyl core ions also are plotted)
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Click here to save the plot as eps or jpg file



ENDS

Thank you for using pGlyco!

If you have any questions, please contact 

pglyco@ict.ac.cn.

You can also post issues at github for 

discussion:

 https://github.com/pFindStudio/pGlyco2

 how to post issues at github?

• see http://pfind.ict.ac.cn/file/github.pdf
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