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Proper Citation

SOAPdenovo (RRID:SCR_010752)

Resource Information

URL.: http://soap.genomics.org.cn/soapdenovo.html

Proper Citation: SOAPdenovo (RRID:SCR_010752)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
24,2023. Software tool for de novo assembly of human genomes with massively parallel
short read sequencing.Short-read assembly method that can build de novo draft assembly
for human sized genomes.Software package for assembling short oligonucleotide into
contigs and scaffolds., THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 16,2025.

Synonyms: SOAPdenovo2
Resource Type: software resource

Defining Citation: PMID:20019144

Keywords: next generation sequencing, rna, dna, de novo, genome assembly, bio.tools
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: SOAPdenovo

Resource ID: SCR_010752

Alternate IDs: biotools:soapdenovo, OMICS 00031, SCR_014986

Alternate URLSs: https://github.com/aquaskyline/SOAPdenovo2,
https://bio.tools/soapdenovo, https://sources.debian.org/src/soapdenovo/,

License: GNU General Public License v3.0

License URLSs: https://github.com/aquaskyline/SOAPdenovo2/blob/master/LICENSE



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_010752/resolver
http://soap.genomics.org.cn/soapdenovo.html
https://pubmed.ncbi.nlm.nih.gov/20019144

Record Creation Time: 20220129T080300+0000

Record Last Update: 20260725T190706+0000

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

No alerts have been found for SOAPdenovo.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1299 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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high-throughput DNA sequencing data of total cellular DNAs. Plant biotechnology journal,
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