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RazerS

RRID:SCR_006889
Type: Tool

Proper Citation

RazerS (RRID:SCR_006889)

Resource Information

URL.: http://www.segan.de/projects/razers/

Proper Citation: RazerS (RRID:SCR_006889)

Description: A read mapping software program with adjustable sensitivity based on
counting g-grams. RazerS 3 supports shared-memory parallelism, an additional seed-
based filter with adjustable sensitivity, a much faster, banded version of the Myers? bit-
vector algorithm for verification, memory saving measures and support for the SAM output
format. This leads to a much improved performance for mapping reads, in particular long
reads with many errors.

Abbreviations: RazerS
Resource Type: software resource

Defining Citation: PMID:22923295, PMID:19592482

Keywords: next-generation sequencing, c++, openmp, linux, mac os x, windows
Availability: GNU General Public License

Resource Name: RazerS

Resource ID: SCR_006889

Alternate IDs: OMICS 00679

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260725T190629+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_006889/resolver
http://www.seqan.de/projects/razers/
https://pubmed.ncbi.nlm.nih.gov/22923295
https://pubmed.ncbi.nlm.nih.gov/19592482

No rating or validation information has been found for RazerS.

No alerts have been found for RazerS.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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