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Proper Citation

PhenoGen Informatics (RRID:SCR_001613)

Resource Information

URL: https://phenogen.org

Proper Citation: PhenoGen Informatics (RRID:SCR_001613)

Description: Website for analyzing microarray data. Software toolbox for storing,
analyzing and integrating microarray data and related genotype and phenotype data. The
site is particularly suited for combining QTL and microarray data to search for candidate
genes contributing to complex traits. In addition, the site allows, if desired by the
investigators, sharing of the data. Investigators can conduct in-silico microarray
experiments using their own and/or shared data. There are five major sections of the site:
Genome/Transcriptome Data Browser, Microarray Analysis Tools, Gene List Analysis
Tools, QTL Tools, and Downloads. The genome/transcriptome data browser combines a
genome browser with all the microarray, RNA-Seq, and Genomic Sequencing data. This
provides an effective platform to view all of this data side by side. Source code is available
on GitHub.

Abbreviations: PhenoGen

Synonyms: PhenoGen Informatics - The site for quantitative genetics of the
transcriptome.

Resource Type: service resource, data set, application programming interface, data or
information resource, data repository, data analysis service, storage service resource,
data access protocol, software resource, source code, production service resource,
analysis service resource

Defining Citation: PMID:17760997

Keywords: genome, transcription, microarray, gene, quantitative trait loci, analysis,
complex trait, genotype, phenotype, high-throughput, rna-seq, snp, genomic marker,
region, data sharing, normalize, statistics, gene list, pathway, expression value,
expression, correlation, exon, annotation, promoter, homolog, brain, heart, liver, adipose,
candidate gene, genetics, transcriptome, eqtl, genome browser, inbred panel

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001613/resolver
https://phenogen.org
https://pubmed.ncbi.nlm.nih.gov/17760997


Funding: NIAAA R24 AA013162;
NIAAA R01 AA13162;
NIAAA U01 AA013524

Availability: Free, Freely available

Resource Name: PhenoGen Informatics

Resource ID: SCR_001613

Alternate IDs: rid_000093, nlx_153879, r3d100011596

Alternate URLs: https://github.com/TabakoffLab/PhenogenCloud,
https://doi.org/10.17616/R3WS7F

Old URLs: http://phenogen.ucdenver.edu, http://phenogen.uchsc.edu

Record Creation Time: 20220129T080208+0000

Record Last Update: 20260729T044013+0000

Ratings and Alerts

No rating or validation information has been found for PhenoGen Informatics.

No alerts have been found for PhenoGen Informatics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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