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Proper Citation

PHAge Search Tool (RRID:SCR_005184)

Resource Information

URL.: http://phast.wishartlab.com/

Proper Citation: PHAge Search Tool (RRID:SCR_005184)

Description: A web server designed to rapidly and accurately identify, annotate and
graphically display prophage sequences within bacterial genomes or plasmids. It accepts
either raw DNA sequence data or partially annotated GenBank formatted data and rapidly
performs a number of database comparisons as well as phage cornerstone feature
identification steps to locate, annotate and display prophage sequences and prophage
features. Relative to other prophage identification tools, PHAST is up to 40 times faster and
up to 15% more sensitive. It is also able to process and annotate both raw DNA sequence
data and Genbank files, provide richly annotated tables on prophage features and prophage
quality and distinguish between intact and incomplete prophage. PHAST also generates
downloadable, high quality, interactive graphics that display all identified prophage
components in both circular and linear genomic views. Databases available for download
include Virus DB, Prophage and virus DB, Bacteria DB, and PHAST result DB. Pre-
calculated genomes for viewing are also available.

Abbreviations: PHAST
Synonyms: PHAST - PHAge Search Tool

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

Defining Citation: PMID:21672955

Keywords: prophage sequence, genome, prophage, sequence, bacterial genome, plasmid,
dna sequence, graph, phage, annotate, virus, nucleotide sequence, fasta, annotated
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genome, genbank, bio.tools, FASEB list

Funding:

Availability: Acknowledgement requested
Resource Name: PHAge Search Tool

Resource ID: SCR_005184

Alternate IDs: biotools:phast, OMICS_ 00180
Alternate URLSs: https://bio.tools/phast

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250417T065216+0000

Ratings and Alerts
No rating or validation information has been found for PHAge Search Tool.

No alerts have been found for PHAge Search Tool.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 221 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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