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Proper Citation

International HapMap Project (RRID:SCR_002846)

Resource Information

URL: http://hapmap.ncbi.nim.nih.gov/

Proper Citation: International HapMap Project (RRID:SCR_002846)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented August 22,
2016. A multi-country collaboration among scientists and funding agencies to develop a
public resource where genetic similarities and differences in human beings are identified and
catalogued. Using this information, researchers will be able to find genes that affect health,
disease, and individual responses to medications and environmental factors. All of the
information generated by the Project will be released into the public domain. Their goal is to
compare the genetic sequences of different individuals to identify chromosomal regions
where genetic variants are shared. Public and private organizations in six countries are
participating in the International HapMap Project. Data generated by the Project can be
downloaded with minimal constraints. HapMap project related data, software, and
documentation include: bulk data on genotypes, frequencies, LD data, phasing data,
allocated SNPs, recombination rates and hotspots, SNP assays, Perlegen amplicons, raw
data, inferred genotypes, and mitochondrial and chrY haplogroups; Generic Genome
Browser software; protocols and information on assay design, genotyping and other
protocols used in the project; and documentation of samples/individuals and the XML format
used in the project.

Abbreviations: HapMap
Synonyms: HapMap Project

Resource Type: database, narrative resource, experimental protocol, data or information
resource



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002846/resolver
http://hapmap.ncbi.nlm.nih.gov/

Defining Citation: PMID:14685227

Keywords: genetic variant, disease, genetic sequence, genetic variation, single nucleotide
polymorphism, genetic diversity, dna, sequence, catalog, genome, chromosome, bio.tools

Funding: Chinese Academy of Sciences ;

Chinese Ministry of Science and Technology ;
Delores Dore Eccles Foundation ;

Genome Canada ;

Genome Quebec ;

Hong Kong Innovation and Technology Commission ;
Japanese Ministry of Education Culture Sports Science and Technology MEXT ;
National Natural Science Foundation of China ;

SNP Consortium ;

University Grants Committee of Hong Kong ;
Wellcome Trust ;

W. M. Keck Foundation ;

NIH

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: International HapMap Project

Resource ID: SCR_002846

Alternate IDs: nif-0000-02940, biotools:int_hapmap_project, OMICS 00273
Alternate URLSs: http://www.hapmap.org/, https://bio.tools/int_hapmap_project
Old URLSs: http://snp.cshl.org

Record Creation Time: 20220129T080215+0000

Record Last Update: 20250418T055006+0000

Ratings and Alerts
No rating or validation information has been found for International HapMap Project.

No alerts have been found for International HapMap Project.

Data and Source Information

Source: SciCrunch Registry
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We found 6793 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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