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Proper Citation

WANNOVAR (RRID:SCR_000565)

Resource Information

URL.: http://wannovar.usc.edu/

Proper Citation: WANNOVAR (RRID:SCR_000565)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on September
6,2023. Web interface to the ANNOVAR software, a tool to annotate functional
consequences of genetic variation from high-throughput sequencing data, to help biologists
without bioinformatics skills to easily submit a list of mutations (even whole-genome variants
calls) to the web server, select the desired annotation categories, and receive functional
annotation back by emails. Given a list of single nucleotide variants (SNVs) and insertions /
deletions in VCF or ANNOVAR input format, WANNOVAR annotates their functional effects
on genes (such as amino acid changes for non-synonymous SNPs), calculate their predicted
functional importance scores (such as SIFT and PolyPhen scores), retrieve allele
frequencies in public databases (such as the 1000 Genomes Project and NHLBI-ESP 6500
exomes), and implement a variants reduction protocol to identify a subset of potentially
deleterious variants.

Abbreviations: WANNOVAR

Resource Type: service resource, analysis service resource, data analysis service,
production service resource

Defining Citation: PMID:22717648

Keywords: annotate, function, genetic variant, high-throughput sequencing, single
nucleotide variant, gene, variant, allele frequency, mutation, annotation, genome, insertion,
deletion
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https://pubmed.ncbi.nlm.nih.gov/22717648

Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: wWANNOVAR

Resource ID: SCR_000565

Alternate IDs: OMICS 00194

Record Creation Time: 20220129T080202+0000

Record Last Update: 20250407T215137+0000

Ratings and Alerts
No rating or validation information has been found for WANNOVAR.

No alerts have been found for WANNOVAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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