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Glycosylation Pathways Database

RRID:SCR_013486
Type: Tool

Proper Citation

Glycosylation Pathways Database (RRID:SCR_013486)

Resource Information

URL: http://web.mit.edu/glycomics/gt/gtdb.shtml

Proper Citation: Glycosylation Pathways Database (RRID:SCR_013486)

Description: A pathway-based graphical interface for navigating the glycoenzyme
database. The goal of the project is to define the paradigms by which carbohydrate
binding proteins function in cellular communication. These pages are divided into six
categories: -Glycosphingolipid: Sub-categories are Isogloboseries, Globoseries, Neo-
lactoseries, Lactoseries and Ganglioseries - N-linked: Sub-categories are High-mannose,
Hybrid and Complex -Mucin -Terminal Core 1 -Other O-linked -Terminal All: Includes all
potential terminal structures for each glycan category

Synonyms: GTDB

Resource Type: data or information resource, database

Keywords: binding, carbohydrate, glycoenzyme, glycosylation, pathway, protein
Funding: NIGMS

Resource Name: Glycosylation Pathways Database

Resource ID: SCR_013486

Alternate IDs: nif-0000-20850

Record Creation Time: 20220129T080316+0000

Record Last Update: 20260729T044314+0000

Ratings and Alerts

No rating or validation information has been found for Glycosylation Pathways Database.



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_013486/resolver
http://web.mit.edu/glycomics/gt/gtdb.shtml

No alerts have been found for Glycosylation Pathways Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 683 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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