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Proper Citation

EpiFactors (RRID:SCR_016956)

Resource Information

URL: http://epifactors.autosome.ru/

Proper Citation: EpiFactors (RRID:SCR_016956)

Description: Manually curated collection of human epigenetic factors, their complexes,
corresponding genes and products.

Resource Type: database, data or information resource

Defining Citation: PMID:26153137

Keywords: manually, curated, collection, human, epigenetic, factor, complex,
corresponding, gene, target, product

Funding: Russian Fund For Basic Research ;
Ministerio de Economia Y Competividad ;
Spain ;

Ake Olsson’s foundation ;

Swedish Cancer foundation ;

Swedish Childhood cancer foundation ;
Dynasty Foundation Fellowship ;

Japanese Ministry of Education ;

Culture ;

Sports ;

Science and Technology ;

Norwegian University of Science and Technology

Availability: Free, Available for download, Freely available
Resource Name: EpiFactors

Resource ID: SCR_016956
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https://pubmed.ncbi.nlm.nih.gov/26153137

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260807T042859+0000

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

No alerts have been found for EpiFactors .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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