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WTDBG

RRID:SCR_017225
Type: Tool

Proper Citation

WTDBG (RRID:SCR_017225)

Resource Information

URL: https://github.com/ruanjue/wtdbg2.git

Proper Citation: WTDBG (RRID:SCR_017225)

Description: Software tool as de novo sequence assembler for long noisy reads
produced by PacBio or Oxford Nanopore Technologies. It assembles raw reads without
error correction and then builds consensus from intermediate assembly output. Desiged to
assemble huge genomes in very limited time.

Synonyms: Wtdbg2, wtdgb, Wtdgb, wtdghb2

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

Defining Citation: PMID:31819265

Keywords: sequence, assembler, de novo, long, noisy, read, likelihood, estimator,
genome

Funding: NSFC ;
NHGRI R01 HG010040

Availability: Free, Available for download, Freely available

Resource Name: WTDBG

Resource ID: SCR_017225

Alternate IDs: OMICS_ 24025

Alternate URLSs: https://github.com/ruanjue/wtdbg, https://sources.debian.org/src/wtdbg2/

License: GNU GPL v3.0



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_017225/resolver
https://github.com/ruanjue/wtdbg2.git
https://pubmed.ncbi.nlm.nih.gov/31819265

Record Creation Time: 20220129T080334+0000

Record Last Update: 20260729T044432+0000

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

No alerts have been found for WTDBG.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 57 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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