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D-GENIES

RRID:SCR_018967
Type: Tool

Proper Citation

D-GENIES (RRID:SCR_018967)

Resource Information

URL.: http://dgenies.toulouse.inra.fr/

Proper Citation: D-GENIES (RRID:SCR_018967)

Description: Open source software package developed in Python and JavaScript.
Standalone and web application tool performing large genome alignments and generating
interactive dot plots. Designed to compare two genomes. Used to sort query sequences
along reference, zoom in plot and download several image, alignment or sequence files.
Allows to display dot plots from other aligners by uploading their PAF or MAF alignment
file.

Synonyms: Dot plot large GENomes in an Interactive, Efficient and Simple way

Resource Type: data processing software, web application, software resource,
standalone software, image analysis software, alignment software, software application

Defining Citation: PMID:29888139

Keywords: bio.tools

Availability: Free, Available for download, Freely available

Resource Name: D-GENIES

Resource ID: SCR_018967

Alternate IDs: biotools:d-genies

Alternate URLSs: https://github.com/genotoul-bioinfo/dgenies, https://bio.tools/d-genies
License: GNU General Public License

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260731T043042+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018967/resolver
http://dgenies.toulouse.inra.fr/
https://pubmed.ncbi.nlm.nih.gov/29888139

Ratings and Alerts
No rating or validation information has been found for D-GENIES.

No alerts have been found for D-GENIES.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 46 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Carolina. Frontiers in microbiology, 16, 1515894.

Nakandala U, et al. (2025) Characterizing the structural variations in the genome of the
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