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Resource Information

URL: http://www.allelefrequencies.net

Proper Citation: Allele Frequencies in Worldwide Populations (RRID:SCR_007259)

Description: The main purpose of the allelefrequencies.net website is to provide one central 
source, freely available to all. For the storage of allele frequencies from different polymorphic 
areas in the HUMAN genome. Users can contribute the results of their work into one 
common database, and can perform database searches on information already available. 
They have currently collected data in allele, haplotype and genotype format. The success of 
this website will depend on you to contribute your data. Sponsors: This resource is supported 
Royal Liverpool University. Keywords: Allele, Polymorphic, Genome, Database, Data, 
Haplotype, Genotype,

Synonyms: Allele Frequencies

Resource Type: database, data or information resource

Keywords: bio.tools, FASEB list

Funding:

Resource Name: Allele Frequencies in Worldwide Populations

Resource ID: SCR_007259

Alternate IDs: biotools:allele_frequency_net, nif-0000-30079

Alternate URLs: https://bio.tools/allele_frequency_net
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https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_007259/resolver
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Record Creation Time: 20220129T080240+0000

Record Last Update: 20250412T055150+0000

Ratings and Alerts

No rating or validation information has been found for Allele Frequencies in Worldwide 
Populations.

No alerts have been found for Allele Frequencies in Worldwide Populations.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 382 mentions in open access literature.
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