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Proper Citation

MatrixEQTL (RRID:SCR_025513)

Resource Information

URL: http://www.bios.unc.edu/research/genomic_software/Matrix_eQTL/

Proper Citation: MatrixEQTL (RRID:SCR_025513)

Description: Software tool for ultra fast eQTL analysis via large matrix operations.

Synonyms: Matrix Expression Quantitative Trait Loci

Resource Type: data analysis software, data processing software, software resource,
software application

Defining Citation: PMID:22492648

Keywords: expression Quantitative Trait Loci, fast eQTL analysis, large matrix
operations,

Funding: NIMH R01 MH090936;
NIEHS R01 ES015241;
US Environmental Protection Agency ;
NCI R01 CA138255;
NSF ;
Gillings Innovation Laboratory in Statistical Genomics

Availability: Free, Freely available,

Resource Name: MatrixEQTL

Resource ID: SCR_025513

Record Creation Time: 20240720T053301+0000

Record Last Update: 20260812T044503+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_025513/resolver
http://www.bios.unc.edu/research/genomic_software/Matrix_eQTL/
https://pubmed.ncbi.nlm.nih.gov/22492648


No rating or validation information has been found for MatrixEQTL.

No alerts have been found for MatrixEQTL.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 75 mentions in open access literature.

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