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GRable is a freely available online tool to find site-specific glycoforms of 

glycopeptides. This tool is unique in that it utilizes an MS1-based glycoproteomic 

method named “Glyco-RIDGE” (Glycan heterogeneity-based Relational 

Identification of Glycopeptide signals on Elution profile).
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First, this method identifies glycopeptide signals based on the chromatographic 

properties of glycopeptides and mass differences due to the glycan heterogeneity. 

That is, glycopeptides having the same core peptide but different glycans elute 

within a narrow range of elution time, so glycopeptide signals with a similar elution 

time and mass differences corresponding to glycan units can be assigned as a 

cluster, without MS2 spectrum analyses. In parallel, core peptides present in the 

glycopeptide sample are identified by IGOT-LC/MS/MS. Then, considering that the 

mass value of glycopeptide is the sum of those of core peptide and glycan, the 

combination of peptide and glycan for each glycopeptide is searched from these 

three lists (the masses and RT lists of glycopeptides, peptides, and glycans). 

How to Use

GRable requires following 4 files:

1. LC/MS data of glycopeptides (.mzML) 

2. Core peptide list (.xlsx)

3. Glycan point list (.xlsx)

4. LC/MS2 data of glycopeptides (.mgf)

Output data

Scheme

Clustering view (in the viewer)

Glycopeptide clusters
(in the exported file)

Glycopeptide list

*Applicable for deconvoluted data
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1. Data Registration 

2. Deconvolution

3. Range setting

4. Monoisotopic peak picking

5. Clustering

6. Matching 

7. Selection

*Under construction

What is GRable?
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Glycopeptides with the same core peptide are depicted as a cluster, 

facilitating understanding of glycan heterogeneity.

All glycopeptide clusters detected from the input data are visualized

to overlook the complexity of glycopeptide sample.


