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Proper Citation

Gene Atlas (RRID:SCR_008089)

Resource Information

URL: http://www.geneatlas.org/gene/main.jsp

Proper Citation: Gene Atlas (RRID:SCR_008089)

Description: This website allows visitors to search for genes of interest based on their
spatial expression patterns in the Postnatal Day 7 mouse brain. Geneatlas provides two
searching tools: A graphical interface for customized spatial queries; A textual interface for
querying annotated structures. Geneatlas is the product of a collaboration between
researchers at Baylor College of Medicine, Rice University, and University of Houston.

Abbreviations: Geneatlas

Resource Type: data or information resource, database, atlas

Keywords: gene, brain, mouse, protein, spatial expression, molecular neuroanatomy
resource, FASEB list

Funding: Burroughs Wellcome Fund ;
NLM 5T15LM07093;
NCRR P41RR02250

Resource Name: Gene Atlas

Resource ID: SCR_008089

Alternate IDs: nif-0000-10987

Record Creation Time: 20220129T080245+0000

Record Last Update: 20260729T044216+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_008089/resolver
http://www.geneatlas.org/gene/main.jsp


No rating or validation information has been found for Gene Atlas.

No alerts have been found for Gene Atlas.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 47 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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biosciences, 11, 1512715.

Efanova E, et al. (2023) Polymorphisms of the GCLC Gene Are Novel Genetic Markers for
Susceptibility to Psoriasis Associated with Alcohol Abuse and Cigarette Smoking. Life
(Basel, Switzerland), 13(6).

Salah N, et al. (2023) Evaluation of the role of kefir in management of non-alcoholic
steatohepatitis rat model via modulation of NASH linked mRNA-miRNA panel. Scientific
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