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Eagle

RRID:SCR_017262
Type: Tool

Proper Citation

Eagle (RRID:SCR_017262)

Resource Information

URL.: https://github.com/poruloh/Eagle

Proper Citation: Eagle (RRID:SCR_017262)

Description: Open source software tool for haplotype phasing. Estimates haplotype
phase either within genotyped cohort or using phased reference panel.

Synonyms: Eaglel, Eagle2

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

Defining Citation: PMID:27694958

Keywords: haplotype, phasing, estimate, genotype, cohort, reference, panel

Funding: NHGRI R01 HG006399;
NIMH R0O1 MH101244;

Wellcome Trust ;

Austrian Science Fund ;

NHGRI HG007022;

NHLBI HL117626;

Fannie and John Hertz Foundation ;
NCRR S10 RR028832;
Netherlands Scientific Organization ;
Dutch Brain Foundation ;

VU University Amsterdam

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

Resource ID: SCR_017262



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_017262/resolver
https://github.com/poruloh/Eagle
https://pubmed.ncbi.nlm.nih.gov/27694958

Alternate URLSs: https://data.broadinstitute.org/alkesgroup/Eagle/,
https://www.hsph.harvard.edu/alkes-price/software/

License: GNU GPLv3
Record Creation Time: 20220129T080334+0000

Record Last Update: 20260903T235420+0000

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

No alerts have been found for Eagle.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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racially diverse academic biobank. Genetics in medicine : official journal of the American
College of Medical Genetics, 24(3), 601.

Ruiz-Arenas C, et al. (2022) Identification of autosomal cis expression quantitative trait
methylation (cis eQTMS) in children's blood. eLife, 11.

Chia R, et al. (2021) Genome sequencing analysis identifies new loci associated with
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PLoS biology, 15(9), e2002458.




