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Proper Citation

GenePattern (RRID:SCR_003201)

Resource Information

URL: http://www.broadinstitute.org/cancer/software/genepattern

Proper Citation: GenePattern (RRID:SCR_003201)

Description: A powerful genomic analysis platform that provides access to hundreds of
tools for gene expression analysis, proteomics, SNP analysis, flow cytometry, RNA-seq
analysis, and common data processing tasks. A web-based interface provides easy
access to these tools and allows the creation of multi-step analysis pipelines that enable
reproducible in silico research.

Abbreviations: GenePattern

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

Defining Citation: PMID:16642009

Keywords: gene expression, analysis, genomic, pattern, proteomics, silico, snp, workflow,
analysis pipeline, flow cytometry, rna-seq, data processing, bio.tools

Funding: NCI ;
NIGMS

Availability: Free, Freely available

Resource Name: GenePattern

Resource ID: SCR_003201

Alternate IDs: biotools:genepattern, OMICS 01855, nif-0000-30654
Alternate URLSs: https://bio.tools/genepattern

Record Creation Time: 20220129T080217+0000
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Record Last Update: 20260808T042537+0000

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

No alerts have been found for GenePattern.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1135 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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