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Velvet

RRID:SCR_010755
Type: Tool

Proper Citation

Velvet (RRID:SCR_010755)

Resource Information

URL: http://www.molecularevolution.org/software/genomics/velvet

Proper Citation: Velvet (RRID:SCR_010755)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Software package as de novo genomic assembler for short read sequencing
technologies using de Bruijn graphs. Takes in short read sequences, removes errors, then
produces high quality unique contigs, retrieves repeated areas between contigs. Can
leverage very short reads in combination with read pairs to produce useful assemblies.
Operating system Unix/Linux., THIS RESOURCE IS NO LONGER IN SERVICE.
Documented on September 16,2025.

Abbreviations: Velvet

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

Defining Citation: PMID:18349386, DOI:10.1101/gr.074492.107

Keywords: de novo, genomic, assembly, short, read, sequencing, de Bruijn, graph,
bio.tools

Funding: EMBL

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Velvet

Resource ID: SCR_010755

Alternate IDs: OMICS_00038, biotools:velvet

Alternate URLSs: https://www.ebi.ac.uk/~zerbino/velvet/, https://bio.tools/velvet,
https://sources.debian.org/src/velvet/
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http://www.molecularevolution.org/software/genomics/velvet
https://pubmed.ncbi.nlm.nih.gov/18349386
https://dx.doi.org/10.1101/gr.074492.107

License: GNU General Public License version 2.0
Record Creation Time: 20220129T080300+0000

Record Last Update: 20260728T043350+0000

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

No alerts have been found for Velvet.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1036 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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