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Proper Citation

GoMapMan (RRID:SCR_005060)

Resource Information

URL: http://www.gomapman.org/

Proper Citation: GoMapMan (RRID:SCR_005060)

Description: An open web-accessible resource for gene functional annotations in the
plant sciences to facilitate improvement, consolidation and visualization of gene
annotations across several plant species. It is based on the MapMan ontology, organized
in the form of a hierarchical tree of biological concepts, which describe gene functions.
Currently, genes of the model species Arabidopsis, potato, tomato, rice, and tobacco are
included. The main features are (i) dynamic and interactive gene product annotation
through various curation options; (ii) consolidation of gene annotations for different plant
species through the integration of orthologue group information; (iii) traceability of gene
ontology changes and annotations; (iv) integration of external knowledge about genes
from different public resources; and (v) providing gathered information to high-throughput
analysis tools via dynamically generated export files. All of the GoMapMan functionalities
are openly available, with the restriction on the curation functions, which require prior
registration to ensure traceability of the implemented changes.

Abbreviations: GoMapMan
Resource Type: data or information resource, service resource, database

Defining Citation: PMID:24194592

Keywords: functional annotation, function, annotation, gene, visualization, ortholog,
ontology, microarray, gene annotation, bio.tools

Funding: Slovenian Research Agency J4-2228;
Slovenian Research Agency P2-0103

Availability: Creative Commons Attribution-NonCommercial-ShareAlike License

Resource Name: GoMapMan
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Resource ID: SCR_005060

Alternate IDs: biotools:gomapman, OMICS 02280
Alternate URLSs: https://bio.tools/gomapman
Record Creation Time: 20220129T080228+0000

Record Last Update: 20260729T044115+0000

Ratings and Alerts

No rating or validation information has been found for GoMapMan.

No alerts have been found for GoMapMan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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