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Proper Citation

GeneCodis (RRID:SCR_006943)

Resource Information

URL.: http://genecodis.cnb.csic.es/

Proper Citation: GeneCodis (RRID:SCR_006943)

Description: Web-based tool for the ontological analysis of large lists of genes. It can be
used to determine biological annotations or combinations of annotations that are significantly
associated to a list of genes under study with respect to a reference list. As well as single
annotations, this tool allows users to simultaneously evaluate annotations from different
sources, for example Biological Process and Cellular Component categories of Gene
Ontology.

Abbreviations: GeneCodis

Synonyms: Gene annotations co-ocurrence discovery, GeneCodis - Gene annotations co-
ocurrence discovery

Resource Type: analysis service resource, data access protocol, web service, data analysis
service, service resource, software resource, production service resource

Defining Citation: PMID:22573175, PMID:19465387, PMID:17204154

Keywords: functional analysis, gene, annotation, statistical analysis, functional genomics,
bio.tools

Funding: Juan de la Cierva research program ;
Spanish Minister of Science and Innovation BIO2010-17527;
Government of Madrid P2010/BMD-2305

Availability: Free for academic use, Acknowledgement requested
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Resource Name: GeneCodis

Resource ID: SCR_006943

Alternate IDs: OMICS 02221, biotools:genecodis3, nix_149254
Alternate URLSs: https://bio.tools/genecodis3

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250411T055132+0000

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

No alerts have been found for GeneCodis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 336 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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