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Proper Citation

Bgee: dataBase for Gene Expression Evolution (RRID:SCR_002028)

Resource Information

URL.: https://www.bgee.org/

Proper Citation: Bgee: dataBase for Gene Expression Evolution (RRID:SCR_002028)

Description: Database to retrieve and compare gene expression patterns between animal
species. Bgee first maps heterogeneous expression data (currently bulk RNA-Seq, sScCRNA-
Seq, Affymetrix, in situ hybridization, and EST data) to anatomy and development of different
species. Bgee is based exclusively on curated healthy wild-type expression data (e.g., no
gene knock-out, no treatment, no disease), to provide a comparable reference of gene
expression.

Abbreviations: Bgee

Synonyms: Bgee: dataBase Gene Expression Evolution, dataBase Gene Expression
Evolution

Resource Type: database, data or information resource

Keywords: gene expression, scrna-seq, rna-seq, affymetrix, in situ hybridization, expressed
sequence tag, cross specie, comparison, homology, anatomy, developmental stage, gene
expression pattern, development, genome, function, chordate, fish, transcriptiome, embryo,
adult, mirna, protein coding, prenatal, immature, post-embryonic development, alimentary
system, cardiovascular system, nervous system, renal system, reproductive system,
respiratory system, skeletal system, ortholog, ontology, FASEB list

Funding:

Availability: Free, Freely available



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_002028/resolver
https://www.bgee.org/

Resource Name: Bgee: dataBase for Gene Expression Evolution
Resource ID: SCR_002028

Alternate IDs: nif-0000-11819

License: CCO

Record Creation Time: 20220129T080211+0000

Record Last Update: 20250412T054645+0000

Ratings and Alerts

No rating or validation information has been found for Bgee: dataBase for Gene Expression
Evolution.

No alerts have been found for Bgee: dataBase for Gene Expression Evolution.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 54 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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