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Resource Information

URL: http://alfred.med.yale.edu

Proper Citation: ALFRED (RRID:SCR_001730)

Description: A public curated compilation of allele frequency data on anthropologically 
defined human population samples linked to the molecular genetics-human genome 
databases. Only data on well defined population samples that are large enough to yield 
reasonably accurate frequencies and for polymorphisms sufficiently defined to be replicable 
can be included in ALFRED. Researchers wishing to have their data entered into ALFRED 
should contact them. Initially, ALFRED contained primarily data generated in the laboratories 
of K.K. and J.R. Kidd in the Department of Genetics at Yale, including extensive unpublished 
data. Data from the published literature are being entered into ALFRED in a systematic way, 
with a focus on polymorphisms studied in many different populations. ALFRED is distinct 
from such databases as dbSNP, which catalogs sequence variation. ALFRED's focus is on 
allele frequencies in diverse anthropologically defined populations. It is not a compendium of 
human DNA polymorphisms but of frequencies of selected polymorphisms with an emphasis 
on those that have been studied in multiple populations. All of the data in ALFRED are 
considered to be in the public domain and available for use in research and teaching. 
ALFRED provides easy searching options including versatile "Keyword search" and also has 
numerous summary tables providing quick overviews of contents by chromosome, 
population, average heterozygosity, Fst and others, all available under various tabs from the 
ALFRED homepage.

Abbreviations: ALFRED

Synonyms: The ALlele FREquency Database, ALlele FREquency Database

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001730/resolver
http://alfred.med.yale.edu


Resource Type: service resource, storage service resource, data or information resource, 
data repository, database

Defining Citation: PMID:19325849, PMID:11125124, PMID:12209575

Keywords: allele frequency, dna polymorphism, haplotype, high throughput, genome, 
population, sample, education, polymorphism, allele, chromosome, heterozygosity, fst, loci, 
pathway, genetics, FASEB list

Funding: NIGMS P01GM 57672

Availability: Public, The community can contribute to this resource

Resource Name: ALFRED

Resource ID: SCR_001730

Alternate IDs: nif-0000-02541

Record Creation Time: 20220129T080209+0000

Record Last Update: 20250426T055457+0000

Ratings and Alerts

No rating or validation information has been found for ALFRED.

No alerts have been found for ALFRED.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 70 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.

Chalvatzaki G, et al. (2023) Learning to reason over scene graphs: a case study of finetuning 
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(D) Polymorphism and COVID-19 Risk: Rationale for Use of Angiotensin-Converting Enzyme 
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973.
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fungal pathogen Cryptococcus deneoformans. PLoS genetics, 17(11), e1009935.
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Li M, et al. (2021) Alu retrotransposons and COVID-19 susceptibility and morbidity. Human 
genomics, 15(1), 2.
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Colombia. PloS one, 16(10), e0258402.
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at the OCA2 gene. Scientific reports, 10(1), 15433.
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