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Proper Citation

liftOver (RRID:SCR_018160)

Resource Information

URL: https://genome.ucsc.edu/cgi-bin/hgLiftOver

Proper Citation: liftOver (RRID:SCR_018160)

Description: Web tool to convert genome coordinates and genome annotation files
between assemblies. Used to translate genomic coordinates from one assembly version
into another and retrieves putative orthologous regions in other species using UCSC
chained and netted alignments.

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

Defining Citation: DOI:10.1093/nar/gkj144

Keywords: Convert genome coordinate, genome annotation file, translate genomic
coordinate, assembly version, retrieve orthologous region

Funding: NHGRI ;
Howard Hughes Medical Institute ;
NCI

Availability: Free, Available for download, Freely available

Resource Name: liftOver

Resource ID: SCR_018160

Record Creation Time: 20220129T080338+0000

Record Last Update: 20260728T043549+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_018160/resolver
https://genome.ucsc.edu/cgi-bin/hgLiftOver
https://dx.doi.org/10.1093/nar/gkj144


No rating or validation information has been found for liftOver.

No alerts have been found for liftOver.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 762 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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discovery, 15(4), 717.
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e71257.
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