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Fastqtl

RRID:SCR_016093
Type: Tool

Proper Citation

Fastqtl (RRID:SCR_016093)

Resource Information

URL.: http://fastgtl.sourceforge.net/

Proper Citation: Fastqtl (RRID:SCR_016093)

Description: Software for mapping of molecular phenotypes that implements a new
permutation scheme to accurately and rapidly correct for multiple-testing at both the
genotype and phenotype levels in large-scale datasets. It is used to discover quantitative
trait loci, multi-dimensional genomic datasets combining DNA-seq and ChiP-/RNA-seq.

Abbreviations: Fastqtl
Synonyms: Fastqtl: Fast quantitative trait loci
Resource Type: software toolkit, software resource

Defining Citation: PMID:26708335

Keywords: molecular, phenotype, multiply, testing, genotype, correct, genomic dataset,
trait, loci, cis, quantitative, multi dimensional

Funding: European Commission SYSCOL FP7,
European Research Council ;

Louis Jeantet Foundation ;

Swiss National Science Foundation ;

SystemsX ;

NIH-NIMH (GTEX) ;

Helse Sgr Ost

Availability: Free, Available for download
Resource Name: Fastqtl

Resource ID: SCR_016093



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016093/resolver
http://fastqtl.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/26708335

Alternate IDs: OMICS_ 10934
Alternate URLSs: https://sources.debian.org/src/fastqtl/
Record Creation Time: 20220129T080328+0000

Record Last Update: 20260803T040714+0000

Ratings and Alerts
No rating or validation information has been found for Fastqtl.

No alerts have been found for Fastqtl.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 127 mentions in open access literature.

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