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EDTA

RRID:SCR_022063
Type: Tool

Proper Citation

EDTA (RRID:SCR_022063)

Resource Information

URL.: https://github.com/oushujun/EDTA

Proper Citation: EDTA (RRID:SCR_022063)

Description: Software package to filter out false discoveries in raw TE candidates and
generate high quality non redundant TE library for whole genome TE
annotations.Produces filtered non redundant TE library for annotation of structurally intact
and fragmented elements.

Synonyms: Extensive de novo TE Annotator
Resource Type: software resource, software toolkit

Defining Citation: PMID:31843001

Keywords: automated whole-genome de-novo, TE annotation, TE library

Funding: NSF Plant Genome Research Program ;
USDA National Institute of Food and Agriculture ;
State of lowa ;

Canada First Research Excellence Fund Ontario

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

Resource ID: SCR_022063

License: GNU General Public License v3.0

Record Creation Time: 20220421T050138+0000

Record Last Update: 20260808T190532+0000

Ratings and Alerts



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_022063/resolver
https://github.com/oushujun/EDTA
https://pubmed.ncbi.nlm.nih.gov/31843001

No rating or validation information has been found for EDTA.

No alerts have been found for EDTA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 80 mentions in open access literature.

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