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Proper Citation

GENEVAR (RRID:SCR_009201)

Resource Information

URL: http://www.sanger.ac.uk/resources/software/genevar/

Proper Citation: GENEVAR (RRID:SCR_009201)

Description: A database and Java tool designed to integrate multiple datasets, and
provides analysis and visualization of associations between sequence variation and gene
expression in eQTL studies. Genevar allows researchers to investigate eQTL (expression
quantitative trait loci) associations within a gene locus of interest in real time. The
database and application can be installed on a standard computer in database mode and,
in addition, on a server to share discoveries among affiliations or the broader community
over the internet via web services protocols. (entry from Genetic Analysis Software)

Abbreviations: GENEVAR

Synonyms: GENe Expression VARiation

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, java

Resource Name: GENEVAR

Resource ID: SCR_009201

Alternate IDs: nlx_154342

Record Creation Time: 20220129T080251+0000

Record Last Update: 20260727T040446+0000

Ratings and Alerts

No rating or validation information has been found for GENEVAR.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_009201/resolver
http://www.sanger.ac.uk/resources/software/genevar/


No alerts have been found for GENEVAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 88 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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