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Type: Tool

Proper Citation

Eagle (RRID:SCR_015991)

Resource Information

URL: https://data.broadinstitute.org/alkesgroup/Eagle/

Proper Citation: Eagle (RRID:SCR_015991)

Description: Software package for statistical estimation of haplotype phase either within a
genotyped cohort or using a phased reference panel in large scale sequencing. The
package includes Eagle1 (to harness identity-by-descent among distant relatives to rapidly
call phase using a fast scoring approach) and Eagle2 (to analyze a full probabilistic model
similar to the diploid Li-Stephens model used by previous HMM-based methods.

Synonyms: Bio-eagle, Eagle1, Eagle2

Resource Type: software toolkit, software resource

Defining Citation: PMID:27694958, PMID:27270109

Keywords: hmm, hidden markov model, statistic, estimation, haplotype, phase, reference,
panel, sequencing, algorithm, analysis, probability

Funding: NHGRI R01 HG006399;
NIMH R01 MH101244;
NHGRI F32HG007805;
Wellcome Trust WT098051;
Austrian Science Fund J-3401;
NHGRI HG007022;
NHLBI HL117626;
Fannie and John Hertz Foundation ;
NCRR S10 RR028832;
NWO 480-05-003;
Dutch Brain Foundation

Availability: Free, Available for download, Freely available

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_015991/resolver
https://data.broadinstitute.org/alkesgroup/Eagle/
https://pubmed.ncbi.nlm.nih.gov/27694958
https://pubmed.ncbi.nlm.nih.gov/27270109


Resource Name: Eagle

Resource ID: SCR_015991

Alternate IDs: OMICS_14099, SCR_017262

Alternate URLs: https://sources.debian.org/src/bio-eagle/,
https://github.com/poruloh/Eagle,
https://data.broadinstitute.org/alkesgroup/Eagle/downloads/

License: GNU GPL v3.0

Record Creation Time: 20220129T080328+0000

Record Last Update: 20260729T044405+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 51 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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