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Proper Citation

Prokaryotic Genomes Automatic Annotation Pipeline (RRID:SCR_021329)

Resource Information

URL: https://github.com/ncbi/pgap

Proper Citation: Prokaryotic Genomes Automatic Annotation Pipeline (RRID:SCR_021329)

Description: Software tool as NCBI prokaryotic genome annotation pipeline. Used to 
annotate both complete genomes and draft genomes comprising multiple contigs. Integrated 
into NCBI infrastructure and processes, and uses modular software framework, GPipe, 
developed at NCBI for execution of all annotation tasks, from fetching of raw and curated 
data from public repositories through sequence alignment and model based gene prediction, 
to submission of annotated genomic data to public NCBI databases.

Abbreviations: PGAP

Synonyms: Prokaryotic Genomes Automatic Annotation Pipeline (PGAP)

Resource Type: software resource, software toolkit

Keywords: NCBI, prokaryotic genome, annotation pipeline, annotate complete genomes, 
annotate draft genomes, genomes comprising multiple contigs, FASEB list

Funding:

Availability: Free, Freely available

Resource Name: Prokaryotic Genomes Automatic Annotation Pipeline

Resource ID: SCR_021329

License: Creative Commons Attribution-ShareAlike 4.0

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_021329/resolver
https://github.com/ncbi/pgap


Record Creation Time: 20220129T080354+0000

Record Last Update: 20250513T062142+0000

Ratings and Alerts

No rating or validation information has been found for Prokaryotic Genomes Automatic 
Annotation Pipeline.

No alerts have been found for Prokaryotic Genomes Automatic Annotation Pipeline.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 191 mentions in open access literature.

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