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LoFreq
RRID:SCR_013054
Type: Tool

Proper Citation

LoFreq (RRID:SCR_013054)

Resource Information

URL: http://sourceforge.net/projects/lofreq/

Proper Citation: LoFreq (RRID:SCR_013054)

Description: A fast and sensitive variant-caller for inferring single-nucleotide variants
(SNVs) from high-throughput sequencing data.

Abbreviations: LoFreq

Synonyms: LoFreq - Sensitive variant-calling from sequencing data

Resource Type: software resource

Defining Citation: PMID:23066108, DOI:10.1093/nar/gks918

Availability: Free, Freely available

Resource Name: LoFreq

Resource ID: SCR_013054

Alternate IDs: OMICS_00063

Old URLs: https://sources.debian.org/src/lofreq/

License: GNU General Public License, v2

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260725T190743+0000

Ratings and Alerts

No rating or validation information has been found for LoFreq.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_013054/resolver
http://sourceforge.net/projects/lofreq/
https://pubmed.ncbi.nlm.nih.gov/23066108
https://dx.doi.org/10.1093/nar/gks918


No alerts have been found for LoFreq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 523 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Feinberg MA, et al. (2025) Interaction of West Nile virus NS5 with orthoflavivirus SLA
RNAs and their effects on viral replication and inhibition. Journal of virology, 99(9),
e0202324.

Skelly DA, et al. (2025) Mapping the genetic landscape establishing a tumor immune
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microbial genetic variation. Frontiers in microbiology, 16, 1603255.
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cells selects for adaptive mutations in the hemagglutinin gene. PloS one, 20(8), e0327096.
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