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Proper Citation

ISFinder (RRID:SCR_003020)

Resource Information

URL: http://wwwe-is.biotoul.fr

Proper Citation: ISFinder (RRID:SCR_003020)

Description: Database of a list of insertion sequences isolated from eubacteria and
archaea. It is organized into individual files containing their general features (name, size,
origin, family.....) as well as their DNA and potential protein sequences. Although most of
the entries have been identified as individual elements, a growing number are included
from their description in sequenced bacterial genomes. The search engine permits the
retrieval and display of individual and groups of ISs based on a combination of their
general features. Two levels of search are available. The simple search option enables the
user to sort elements using a limited number of basic items whereas the extensive search
offers an additional set of possibilities such as comparisons of the sequences of terminal
inverted repeats and a variety of different layout displays. Built in links are provided to: the
EMBL sequence database, the NCBI taxonomy database and to the ESF plasmid
database. At present, only individual sequences can be downloaded one by one for
comparison. An on-line BLAST facility is available and in future versions direct access to
additional analytical tools will be provided on line. Direct submission of ISs is encouraged
using the on-line form provided.

Abbreviations: ISFinder
Synonyms: IS Finder, Isfinder

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

Defining Citation: PMID:22367867, PMID:19906702

Keywords: insertion sequence, insertion, sequence, blast, dna, protein sequence,
bio.tools, FASEB list



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003020/resolver
http://www-is.biotoul.fr
https://pubmed.ncbi.nlm.nih.gov/22367867
https://pubmed.ncbi.nlm.nih.gov/19906702

Funding: CNRS

Resource Name: ISFinder

Resource ID: SCR_003020

Alternate IDs: biotools:isfinder, nif-0000-03050
Alternate URLSs: https://bio.tools/isfinder

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260812T044048+0000

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

No alerts have been found for ISFinder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1181 mentions in open access literature.

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