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Resource Information

URL.: https://chlorobox.mpimp-golm.mpg.de/geseq.html

Proper Citation: GeSeq (RRID:SCR_017336)

Description: Software tool for rapid and accurate annotation of organelle genomes, in
particular chloroplast genomes.

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

Defining Citation: PMID:28486635

Keywords: rapid, accurate, annotation, organelle, genome, chloroplast, bio.tools

Funding: Human Frontier Science Program ;
Max Planck Society ;
German Science Foundation

Availability: Free, Freely available
Resource Name: GeSeq

Resource ID: SCR_017336

Alternate IDs: biotools:geseq
Alternate URLSs: https://bio.tools/geseq

Record Creation Time: 20220129T080334+0000
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Ratings and Alerts
No rating or validation information has been found for GeSeq .

No alerts have been found for GeSeq .

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 311 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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