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Proper Citation

Genotype-Tissue Expression (RRID:SCR_013042)

Resource Information

URL: http://commonfund.nih.gov/GTEXx/

Proper Citation: Genotype-Tissue Expression (RRID:SCR_013042)

Description: Project to study human gene expression and regulation in multiple tissues,
providing valuable insights into mechanisms of gene regulation and its disease related
perturbations. Genetic variation between individuals will be examined for correlation with
differences in gene expression level to identify regions of the genome that influence
whether and how much a gene is expressed. Includes initiatives: Novel Statistical Methods
for Human Gene Expression Quantitative Trait Loci (eQTL) Analysis ,Laboratory, Data
Analysis, and Coordinating Center (LDACC), caHUB Acquisition of Normal Tissues in
Support of GTEX Project.

Abbreviations: GTEx
Synonyms: GTEX, Genotype-Tissue Expression, Genotype-Tissue Expression (GTEX)

Resource Type: biobank, material storage repository, data or information resource, data
repository, storage service resource, portal, service resource

Keywords: gene expression, regulation, genetic variation, genotype, tissue, tissue bank,
database, genome, disease, inherited disease, FASEB list

Funding: NIH Common Fund

Resource Name: Genotype-Tissue Expression
Resource ID: SCR_013042

Alternate IDs: OMICS 00271

Alternate URLSs: https://gtexportal.org/home/

Record Creation Time: 20220129T080314+0000
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Record Last Update: 20260801T190443+0000

Ratings and Alerts
No rating or validation information has been found for Genotype-Tissue Expression.

No alerts have been found for Genotype-Tissue Expression.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 545 mentions in open access literature.

Listed below are recent publications. The full list is available at ASWG .
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