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Proper Citation

SSPACE (RRID:SCR_005056)

Resource Information

URL: http://www.baseclear.com/landingpages/basetools-a-wide-range-of-bioinformatics-
solutions/sspacev12/

Proper Citation: SSPACE (RRID:SCR_005056)

Description: A stand-alone software program for scaffolding pre-assembled contigs using
paired-read data. Main features are: a short runtime, multiple library input of paired-end
and/or mate pair datasets and possible contig extension with unmapped sequence reads.

Abbreviations: SSPACE

Resource Type: software resource

Defining Citation: PMID:21149342, DOI:10.1093/bioinformatics/btq683

Keywords: scaffolding, contig, genome, bio.tools

Availability: GNU General Public License, Registration required

Resource Name: SSPACE

Resource ID: SCR_005056

Alternate IDs: biotools:sspace, OMICS_00050

Alternate URLs: https://bio.tools/sspace, https://sources.debian.org/src/sspace/

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260801T190253+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_005056/resolver
http://www.baseclear.com/landingpages/basetools-a-wide-range-of-bioinformatics-solutions/sspacev12/
http://www.baseclear.com/landingpages/basetools-a-wide-range-of-bioinformatics-solutions/sspacev12/
https://pubmed.ncbi.nlm.nih.gov/21149342
https://dx.doi.org/10.1093/bioinformatics/btq683


No rating or validation information has been found for SSPACE.

No alerts have been found for SSPACE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 435 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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K1 and K2 serotypes of Klebsiella pneumoniae. Applied and environmental microbiology,
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evolution, 15(8), e71906.
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