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Proper Citation

funannotate (RRID:SCR_023039)

Resource Information

URL.: https://github.com/nextgenusfs/funannotate

Proper Citation: funannotate (RRID:SCR_023039)

Description: Software package for genome annotation. Built specifically for fungi, but will
also work with higher eukaryotes. Used for genome prediction, annotation, and
comparison.

Resource Type: analysis service resource, data analysis service, data analytics software,
production service resource, service resource, software application, software resource

Keywords: GeneMark, Eukaryotic Genome Annotation, genome annotation
Availability: Free, Available for download, Freely available

Resource Name: funannotate

Resource ID: SCR_023039

Alternate URLSs: https://funannotate.readthedocs.io/en/latest/

License: BSD-2-Clause license

Record Creation Time: 20221208T050157+0000

Record Last Update: 20260829T182814+0000

Ratings and Alerts
No rating or validation information has been found for funannotate.

No alerts have been found for funannotate.

Data and Source Information



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_023039/resolver
https://github.com/nextgenusfs/funannotate

Source: SciCrunch Registry

Usage and Citation Metrics

We found 89 mentions in open access literature.

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