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O-GLYCBASE

RRID:SCR_003288
Type: Tool

Proper Citation

O-GLYCBASE (RRID:SCR_003288)

Resource Information

URL.: https://services.healthtech.dtu.dk/datasets/OglycBase/

Proper Citation: O-GLYCBASE (RRID:SCR_003288)

Description: Revised database of O- and C-glycosylated proteins. The criteria for
inclusion are at least one experimentally verified O- or C-glycosylation site. Each entry
contains information about the glycan involved, the species, sequence, a literature
reference and http-linked cross-references to other databases. Version 6.00 has 242
glycoprotein entries. The terminal sugar linked to serine or threonine is cited when known.
The database is non-redundant in the sense that it contains no identical sequences,
unless there is conflicting glycosylation data. Mucins have tandem repeat sequences,
which are O-glycosylated. This result in some redundancy of the O-glycosylation sites. For
prediction purposes they have also included a version of the database which contains no
identical O-glycosylation sites (window=9) called O-Unique.seq. Data can no longer be
retrieved by anonymous ftp. Only http is supported. New data, comments and suggestions
are welcome.

Abbreviations: O-GlycBase

Resource Type: service resource, database, storage service resource, data repository,
data or information resource

Defining Citation: PMID:9847232

Keywords: glycosylated protein, glycoprotein, serine, threonine, o-glycosylation site, c-
glycosylation site, carbohydrate, o-glycan, asparagine, glycosylation, glycan

Availability: Free, Freely available
Resource Name: O-GLYCBASE

Resource ID: SCR_003288



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_003288/resolver
https://services.healthtech.dtu.dk/datasets/OglycBase/
https://pubmed.ncbi.nlm.nih.gov/9847232

Alternate IDs: nif-0000-03209
Old URLSs: http://www.cbs.dtu.dk/databases/OGLYCBASE/
Record Creation Time: 20220129T080218+0000

Record Last Update: 20260728T043143+0000

Ratings and Alerts
No rating or validation information has been found for O-GLYCBASE.

No alerts have been found for O-GLYCBASE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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