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Proper Citation

EASE: the Expression Analysis Systematic Explorer (RRID:SCR_013361)

Resource Information

URL: http://david.abcc.ncifcrf.gov/content.jsp?file=/ease/ease1.htm&type=1

Proper Citation: EASE: the Expression Analysis Systematic Explorer (RRID:SCR_013361)

Description: Windows(c) desktop software application, customizable and standalone, that 
facilitates the biological interpretation of gene lists derived from the results of microarray, 
proteomic, and SAGE experiments. Provides statistical methods for discovering enriched 
biological themes within gene lists, generates gene annotation tables, and enables 
automated linking to online analysis tools. Offers statistical models to deal with multi-test 
comparison problem. Platform: Windows compatible

Abbreviations: EASE

Synonyms: Expression Analysis Systematic Explorer

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

Defining Citation: PMID:12734009, PMID:19131956, PMID:19033363

Keywords: gene, microarray, genome, gene ontology, statistical analysis, enrichment 
analysis, FASEB list

Funding: NIAID

Availability: Free for academic use

Resource Name: EASE: the Expression Analysis Systematic Explorer

Resource ID: SCR_013361

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_013361/resolver
http://david.abcc.ncifcrf.gov/content.jsp?file=/ease/ease1.htm&type=1
https://pubmed.ncbi.nlm.nih.gov/12734009
https://pubmed.ncbi.nlm.nih.gov/19131956
https://pubmed.ncbi.nlm.nih.gov/19033363


Alternate IDs: nlx_149218

Record Creation Time: 20220129T080315+0000

Record Last Update: 20250416T063640+0000

Ratings and Alerts

No rating or validation information has been found for EASE: the Expression Analysis 
Systematic Explorer.

No alerts have been found for EASE: the Expression Analysis Systematic Explorer.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 94 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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medicine, 17(5), 3637.
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