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Proper Citation

GTEx eQTL Browser (RRID:SCR_001618)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/gtex/GTEX2/gtex.cqi

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: data or information resource, database

Keywords: genetic variation, high-throughput, phenotype, genotype, molecular, molecule,
gene, gene expression, snp, trait, expression, quantitative trait locus, expression quantitative
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: Public, Available to the research community
Resource Name: GTEx eQTL Browser

Resource ID: SCR_001618

Alternate IDs: nlx_153884



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001618/resolver
http://www.ncbi.nlm.nih.gov/gtex/GTEX2/gtex.cgi

Alternate URLSs: http://www.gtexportal.org/home/
Record Creation Time: 20220129T080208+0000

Record Last Update: 20250525T032154+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 72 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Tan H, et al. (2025) Genetic predisposition to Behcet's disease mediated by a ILLI0ORA
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Pandey RK, et al. (2024) Novel genetic association of the Furin gene polymorphism
rs1981458 with COVID-19 severity among Indian populations. Scientific reports, 14(1), 7822.

Patel N, et al. (2024) Pharmacogenetic and clinical risk factors for bevacizumab-related
gastrointestinal hemorrhage in prostate cancer patients treated on CALGB 90401 (Alliance).
The pharmacogenomics journal, 24(2), 6.
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medication sensitiveness across cancers, and validation in prostate cancer. Scientific
reports, 14(1), 9570.
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Matsunami M, et al. (2024) Genome-wide association studies for pelvic organ prolapse in the
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literature review. Frontiers in genetics, 15, 1351710.
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