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RRID:SCR_024335
Type: Tool

Proper Citation

shapeit4 (RRID:SCR_024335)

Resource Information

URL: https://odelaneau.github.io/shapeit4/

Proper Citation: shapeit4 (RRID:SCR_024335)

Description: Software tool for estimation of haplotypes aka phasing for SNP array and
high coverage sequencing data. The version 4 is refactored and improved version of
SHAPEIT algorithm with multiple key additional features.

Synonyms: SHAPEIT, SHAPEIT4
Resource Type: software application, software resource

Defining Citation: PMID:31780650

Keywords: estimation of haplotypes, phasing, SNP array data, high coverage sequencing
data,

Availability: Free, Available for download, Freely available,
Resource Name: shapeit4

Resource ID: SCR_024335

Alternate URLSs: https://sources.debian.org/src/shapeit4/
License: MIT license

Record Creation Time: 20230830T050217+0000

Record Last Update: 20260727T040824+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_024335/resolver
https://odelaneau.github.io/shapeit4/
https://pubmed.ncbi.nlm.nih.gov/31780650

No rating or validation information has been found for shapeit4.

No alerts have been found for shapeit4.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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performance in admixed populations. bioRxiv : the preprint server for biology.

Chou WC, et al. (2024) Genetic insights into carbohydrate sulfotransferase 8 and its
impact on the immunotherapy efficacy of cancer. Cell reports, 43(1), 113641.
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signatures enabled by high quality pig genome sequences. Nature communications, 14(1),
5126.
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