
Resource Summary Report

Generated by FDI Lab - SciCrunch.org on Apr 18, 2025

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

Funding:

Availability: Free, Freely available

Resource Name: SnpEff

Resource ID: SCR_005191

Alternate IDs: biotools:snpeff, OMICS_00186

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005191/resolver
http://snpeff.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/22728672


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

License: GNU Lesser General Public License, v3

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250410T065234+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 4512 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Luo Y, et al. (2025) Experimental validation of genome-environment associations in 
Arabidopsis. bioRxiv : the preprint server for biology.
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reports, 15(1), 731.
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Higashino A, et al. (2025) Population Genomics of Japanese Macaques (Macaca fuscata): 
Insights Into Deep Population Divergence and Multiple Merging Histories. Genome biology 
and evolution, 17(1).
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unknown antibiotic resistance mutations. Nature communications, 16(1), 780.
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preclinical models of SARS-CoV-2 with two siRNA combination. Nucleic acids research, 
53(1).
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causing combined immunodeficiency. The Journal of experimental medicine, 222(1).
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Zhang X, et al. (2025) Genomic variation responding to artificial selection on different lines of 
Pekin duck. Poultry science, 104(2), 104785.
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