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Type: Tool

Proper Citation

GTEx eQTL Browser (RRID:SCR_001618)

Resource Information

URL: https://gtexportal.org/home/

Proper Citation: GTEx eQTL Browser (RRID:SCR_001618)

Description: Database and browser that provides a central resource to archive and
display association between genetic variation and high-throughput molecular-level
phenotypes. This effort originated with the NIH GTEx roadmap project: however the scope
of this resource will be extended to include any available genotype/molecular phenotype
datasets.

Synonyms: NCBI GTEx eQTL Browser, Genotype-Tissue Expression eQTL Browser,
GTEX (Genotype-Tissue Expression) eQTL Browser, NCBI GTeX eQTL Browser

Resource Type: database, data or information resource

Keywords: genetic variation, high-throughput, phenotype, genotype, molecular, molecule,
gene, gene expression, snp, trait, expression, quantitative trait locus, expression
guantitative trait locus, genome, probe, sequence, statistics, p-value, rna-seq, array,
lymphoblastoid, liver, cerebellum, frontal cortex, temporal cortex, pons, gene regulation,
tissue, mrna, data set

Funding: NIH Common Fund 268201000029C-4-0-2
Availability: Free, Freely available

Resource Name: GTEx eQTL Browser

Resource ID: SCR_001618

Alternate IDs: nlx_153884

Alternate URLSs: http://www.gtexportal.org/home/

Record Creation Time: 20220129T080208+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_001618/resolver
https://gtexportal.org/home/

Record Last Update: 20260725T7191120+0000

Ratings and Alerts
No rating or validation information has been found for GTEx eQTL Browser.

No alerts have been found for GTEx eQTL Browser.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 111 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Niu Q, et al. (2025) Multidimensional analysis reveals the potential of ACSL3 as a cancer
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stratified study with smoking. Alzheimer's & dementia : the journal of the Alzheimer's
Association, 21(11), e70922.

Dong X, et al. (2025) Tissue-specific co-expression patterns of BAF complex genes
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