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Proper Citation

Enrichr (RRID:SCR_001575)

Resource Information

URL.: http://amp.pharm.mssm.edu/Enrichr/

Proper Citation: Enrichr (RRID:SCR_001575)

Description: A web-based gene list enrichment analysis tool that provides various types of
visualization summaries of collective functions of gene lists. It includes new gene-set
libraries, an alternative approach to rank enriched terms, and various interactive visualization
approaches to display enrichment results using the JavaScript library, Data Driven
Documents (D3). The software can also be embedded into any tool that performs gene list
analysis. System-wide profiling of genes and proteins in mammalian cells produce lists of
differentially expressed genes / proteins that need to be further analyzed for their collective
functions in order to extract new knowledge. Once unbiased lists of genes or proteins are
generated from such experiments, these lists are used as input for computing enrichment
with existing lists created from prior knowledge organized into gene-set libraries.

Abbreviations: Enrichr

Resource Type: analysis service resource, data analysis service, software application,
service resource, software resource, production service resource

Defining Citation: PMID:23586463

Keywords: bed, gene, software as a service, rna-seq, analyze, protein, function, gene list,
visualization, bio.tools

Funding:

Availability: Open unspecified license
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Resource Name: Enrichr

Resource ID: SCR_001575

Alternate IDs: biotools:enrichr, SciRes_000171
Alternate URLSs: https://bio.tools/enrichr

Record Creation Time: 20220129T080208+0000

Record Last Update: 20250411T054644+0000

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

No alerts have been found for Enrichr.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 3538 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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Yamanashi Y, et al. (2025) Chemical catalyst manipulating cancer epigenome and
transcription. Nature communications, 16(1), 887.
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