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SOAP

RRID:SCR_000689
Type: Tool

Proper Citation

SOAP (RRID:SCR_000689)

Resource Information

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

Proper Citation: SOAP (RRID:SCR_000689)

Description: Software package that provides full solution to next generation sequencing
data analysis consisting of an alignment tool (SOAPaligner/soap2), a re-sequencing
consensus sequence builder (SOAPsnp), an indel finder ( SOAPIndel ), a structural variation
scanner ( SOAPsv ), a de novo short reads assembler ( SOAPdenovo ), and a GPU-
accelerated alignment tool for aligning short reads with a reference sequence.
(SOAP3/GPU).

Abbreviations: SOAP,

Synonyms: SOAP: short oligonucleotide alignment program, Short Oligonucleotide Analysis
Package

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

Defining Citation: PMID:18227114

Keywords: gene, genetic, genomic, next generation sequencing, alignment, short read,
bio.tools

Funding:
Availability: Acknowledgement requested

Resource Name: SOAP



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_000689/resolver
http://soap.genomics.org.cn/
https://pubmed.ncbi.nlm.nih.gov/18227114

Resource ID: SCR_000689

Alternate IDs: nlx_154652, biotools:soap
Alternate URLSs: https://bio.tools/soap

Record Creation Time: 20220129T080203+0000

Record Last Update: 20250416T063226+0000

Ratings and Alerts

No rating or validation information has been found for SOAP.

No alerts have been found for SOAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 402 mentions in open access literature.

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