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Pseudomonas Genome Database

RRID:SCR_006590
Type: Tool

Proper Citation

Pseudomonas Genome Database (RRID:SCR_006590)

Resource Information

URL: http://www.pseudomonas.com/

Proper Citation: Pseudomonas Genome Database (RRID:SCR_006590)

Description: Database of peer-reviewed, continually updated annotation for the
Pseudomonas aeruginosa PAO1 reference strain genome expanded to include all
Pseudomonas species to facilitate cross-strain and cross-species genome comparisons with
high quality comparative genomics. The database contains robust assessment of orthologs,
a novel ortholog clustering method, and incorporates five views of the data at the sequence
and annotation levels (Gbrowse, Mauve and custom views) to facilitate genome
comparisons. Other features include more accurate protein subcellular localization
predictions and a user-friendly, Boolean searchable log file of updates for the reference
strain PAOL. The current annotation is updated using recent research literature and peer-
reviewed submissions by a worldwide community of PseudoCAP (Pseudomonas aeruginosa
Community Annotation Project) participating researchers. If you are interested in
participating, you are invited to get involved. Many annotations, DNA sequences, Orthologs,
Intergenic DNA, and Protein sequences are available for download.

Abbreviations: PseudoCAP

Synonyms: Pseudomonas Genome Database - Improving Disease Treatment Through
Genome Research

Resource Type: service resource, data analysis service, data or information resource,
database, production service resource, analysis service resource

Defining Citation: PMID:18978025

Keywords: gene, genome, annotation, localization, prokaryote, pseudomonas aeruginosa,
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sequence, subcellular, cystic fibrosis, ortholog, annotation, dna sequence, intergenic dna,
protein sequence, bio.tools, FASEB list

Funding: Cystic Fibrosis Foundation Therapeutics Inc

Resource Name: Pseudomonas Genome Database

Resource ID: SCR_006590

Alternate IDs: nif-0000-03369, biotools:pseudomonas_genome_database
Alternate URLSs: https://bio.tools/pseudomonas_genome_database
Record Creation Time: 20220129T080237+0000

Record Last Update: 20250426T055859+0000

Ratings and Alerts
No rating or validation information has been found for Pseudomonas Genome Database.

No alerts have been found for Pseudomonas Genome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 448 mentions in open access literature.

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