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SnpEff
RRID:SCR_005191
Type: Tool

Proper Citation

SnpEff (RRID:SCR_005191)

Resource Information

URL: http://snpeff.sourceforge.net/

Proper Citation: SnpEff (RRID:SCR_005191)

Description: Genetic variant annotation and effect prediction software toolbox that
annotates and predicts effects of variants on genes (such as amino acid changes). By
using standards, such as VCF, SnpEff makes it easy to integrate with other programs.

Abbreviations: SnpEff

Synonyms: SnpEff - Genetic variant annotation and effect prediction toolbox

Resource Type: software resource

Defining Citation: PMID:22728672

Keywords: genome, genetic variant, annotation, effect, variant, gene, cancer variant,
gatk, hgsv, single nucleotide polymorphisms, genome sequence, java, bio.tools

Related Condition: Cancer

Availability: Free, Freely available

Resource Name: SnpEff

Resource ID: SCR_005191

Alternate IDs: biotools:snpeff, OMICS_00186

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

License: GNU Lesser General Public License, v3

Record Creation Time: 20220129T080228+0000

https://scicrunch.org/nidm-terms
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Record Last Update: 20260725T190600+0000

Ratings and Alerts

No rating or validation information has been found for SnpEff.

No alerts have been found for SnpEff.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 5186 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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