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Proper Citation

Racon (RRID:SCR_017642)

Resource Information

URL: https://github.com/isovic/racon

Proper Citation: Racon (RRID:SCR_017642)

Description: Software tool as de novo genome assembly from long uncorrected reads.
Used to correct raw contigs generated by rapid assembly methods which do not include
consensus step. Supports data produced by Pacific Biosciences and Oxford Nanopore

Technologies.

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

Defining Citation: DOI:10.1101/068122

Keywords: Assembly, de novo, long, uncorrected, read, raw, contig, consensus, step,
data, sequence, bio.tools

Funding: Croatian Science Foundation ;
Croatian Academy of Sciences and Arts ;
A*STAR ;
Singapore

Availability: Free, Available for download, Freely available

Resource Name: Racon

Resource ID: SCR_017642

Alternate IDs: OMICS_ 25714, biotools:Racon, BioTools:Racon

Alternate URLSs: https://bio.tools/Racon, https://sources.debian.org/src/racon/
License: MIT License

Record Creation Time: 20220129T080336+0000
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Record Last Update: 20260808T190324+0000

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

No alerts have been found for Racon.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 177 mentions in open access literature.

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