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Resource Information

URL: http://www.glycome-db.org/

Proper Citation: glycomedb (RRID:SCR_005717)

Description: GlycomeDB is a database of all known carbohydrate structures. This was
achieved by crosslinking several other databases of carbohydrate structures by using the
GlycoCT XML language specification. We have analyzed all of the existing public
databases and defined a sequence format based on XML (GlycoCT) capable of storing all
structural information of carbohydrate sequences. We have implemented a library of
parsers for the interpretation of the different encoding schemes for carbohydrates. With
this library we have translated the carbohydrate sequences of all freely available
databases (CFG , KEGG, GLYCOSCIENCES.de, BCSDB and Carbbank) to GlycoCT, and
created a new database (GlycomeDB) containing all structures and annotations. During
the process of data integration we found multiple inconsistencies in the existing databases
which were corrected in collaboration with the responsible curators. With the new
database, GlycomeDB, it is possible to get an overview of all carbohydrate structures in
the different databases and to crosslink common structures in the different databases.
Scientists are now able to search for a particular structure in the meta database and get
information about the occurrence of this structure in the five carbohydrate structure
databases.

Abbreviations: GlycomeDB
Synonyms: GlycomeDB - A carbohydrate structure metadatabase
Resource Type: data or information resource, database

Defining Citation: PMID:21045056, PMID:19759275, PMID:18803830

Keywords: carbohydrate structure, carbohydrate, bio.tools

Funding: European Union FP6 ;
DFG
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Resource Name: glycomedb

Resource ID: SCR_005717

Alternate IDs: nlx_149174, r3d100011527, biotools:glycomedb

Alternate URLSs: https://bio.tools/glycomedb, https://doi.org/10.17616/R34MQ7
Record Creation Time: 20220129T080232+0000

Record Last Update: 20260729T044129+0000

Ratings and Alerts
No rating or validation information has been found for glycomedb.

No alerts have been found for glycomedb.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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