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Circlator

RRID:SCR_016058
Type: Tool

Proper Citation

Circlator (RRID:SCR_016058)

Resource Information

URL.: http://sanger-pathogens.github.io/circlator/

Proper Citation: Circlator (RRID:SCR_016058)

Description: Software that automates assembly circularization and produces accurate
linear representations of circular sequences. It is used for assembling of DNA sequence
data of complete bacterial and small eukaryotic genomes.

Resource Type: software resource, image analysis software, alignment software,
software toolkit, data processing software, software application

Defining Citation: PMID:26714481, DOI:10.1186/s13059-015-0849-0

Keywords: assembly, sequence, genome, DNA, circularization, accurate, bacteria,
erukaryote, tool

Funding: Wellcome Trust grant 098051
Availability: Free, Available for download
Resource Name: Circlator

Resource ID: SCR_016058

Alternate IDs: OMICS 09488

Alternate URLSs: https://github.com/sanger-pathogens/circlator,
https://sources.debian.org/src/circlator/

License: GPL 3.0
Record Creation Time: 20220129T080328+0000

Record Last Update: 20260807T042847+0000
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https://dx.doi.org/10.1186/s13059-015-0849-0

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

No alerts have been found for Circlator.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 363 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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