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Proper Citation

BAR (RRID:SCR_006748)

Resource Information

URL: http://bar.utoronto.ca/welcome.htm

Proper Citation: BAR (RRID:SCR_006748)

Description: Web-based tools for working with functional genomics and other data,
including Gene Expression and Protein Tools, Molecular Markers and Mapping Tools, and
Other Genomic Tools. Most are designed with the plant (mainly Arabidopsis) researcher in
mind, but a couple of them can be useful to the wider research community, e.g. Mouse
eFP Browser or BlastDigester. The associated paper for most tools is available.

Abbreviations: BAR

Synonyms: Bio-Analytic Resource for Plant Biology, Bio-Analytic Resource, Bio-Analytic
Resource - the BAR

Resource Type: service resource, data set, data or information resource, data analysis
service, production service resource, analysis service resource

Keywords: gene expression, protein, molecular marker, mapping, tool, genomic,
genomics, functional genomics, interaction, molecular interaction, protein-protein
interaction, bio.tools

Funding: Canada Foundation for Innovation ;
Genome Canada

Resource Name: BAR

Resource ID: SCR_006748

Alternate IDs: nlx_152191, biotools:bioanalres_bar

Alternate URLs: https://bio.tools/bioanalres_bar

Record Creation Time: 20220129T080237+0000
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Record Last Update: 20260729T044137+0000

Ratings and Alerts

No rating or validation information has been found for BAR.

No alerts have been found for BAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 45 mentions in open access literature.

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