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Canu

RRID:SCR_015880
Type: Tool

Proper Citation

Canu (RRID:SCR_015880)

Resource Information

URL.: https://github.com/marbl/canu

Proper Citation: Canu (RRID:SCR_015880)

Description: Software for scalable and accurate long-read assembly via adaptive k-mer
weighting and repeat separation. Canu is a fork of the Celera Assembler and is designed
for high-noise single-molecule sequencing (such as the PacBio RS II/Sequel or Oxford
Nanopore MinlON).

Resource Type: sequence analysis software, software resource, data analysis software,
software application, data processing software

Defining Citation: PMID:28298431, DOI:10.1101/071282

Keywords: long-read, assembly, k-mer, weighting, repeat separation, adaptive, pachbio,
single-molecule, sequencing, bio.tools

Funding: National Human Genome Research Institute ;
US Department of Homeland Security (DHS) HSHQDC-07-C-00020;
National Science Foundation NSF 10S-1237993

Availability: Free, Available for download
Resource Name: Canu

Resource ID: SCR_015880

Alternate IDs: biotools:canu, OMICS_ 14592

Alternate URLSs: http://canu.readthedocs.io/en/latest/, https://bio.tools/canu,
https://sources.debian.org/src/canu/

License: GNU GENERAL PUBLIC LICENSE v2



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_015880/resolver
https://github.com/marbl/canu
https://pubmed.ncbi.nlm.nih.gov/28298431
https://dx.doi.org/10.1101/071282

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260820T054812+0000

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

No alerts have been found for Canu.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2451 mentions in open access literature.

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