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Proper Citation

ANNOVAR (RRID:SCR_012821)

Resource Information

URL: http://www.openbioinformatics.org/annovar/

Proper Citation: ANNOVAR (RRID:SCR_012821)

Description: An efficient software tool to utilize update-to-date information to functionally
annotate genetic variants detected from diverse genomes (including human genome hg18,
hg19, as well as mouse, worm, fly, yeast and many others). Given a list of variants with
chromosome, start position, end position, reference nucleotide and observed nucleotides,
ANNOVAR can perform: 1. gene-based annotation. 2. region-based annotation. 3. filter-
based annotation. 4. other functionalities. (entry from Genetic Analysis Software)

Abbreviations: ANNOVAR

Synonyms: functional ANNOtation of genetic VARiants, ANNOVAR: Functional
annotation of genetic variants

Resource Type: software application, software resource

Defining Citation: PMID:20601685

Keywords: genomic analysis, imaging genomics, next generation sequencing, snp, gene,
bio.tools

Availability: Free

Resource Name: ANNOVAR

Resource ID: SCR_012821

Alternate IDs: nlx_154225, biotools:annovar, OMICS_00165

Alternate URLs: https://bio.tools/annovar, https://bio.tools/annovar

Record Creation Time: 20220129T080312+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_012821/resolver
http://www.openbioinformatics.org/annovar/
https://pubmed.ncbi.nlm.nih.gov/20601685


Record Last Update: 20260727T040548+0000

Ratings and Alerts

No rating or validation information has been found for ANNOVAR.

No alerts have been found for ANNOVAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 5946 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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science, 105(1), 106127.

Upadhyayula BS, et al. (2026) Mutational Spectrum of T-Cell Large Granular Lymphocytic
Leukemia: Insights From the AACR Project GENIE Consortium. Cancer genomics &
proteomics, 23(1), 135.

Eising E, et al. (2026) De novo protein-coding gene variants in developmental stuttering.
Molecular psychiatry, 31(1), 104.
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Bonamici L, et al. (2026) Characterization of Copy Number Variants in Hereditary Cancer
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science (Weinheim, Baden-Wurttemberg, Germany), 13(1), e07602.

Xiangwen W, et al. (2026) A De Novo Splicing Mutation of SRP72 in Bone Marrow Failure
Syndrome Type 1: Case Report and Review of the Literature. Molecular genetics &
genomic medicine, 14(1), e70168.

Watanabe T, et al. (2026) Whole exome sequencing in Japanese spinocerebellar ataxia
identifies novel variants. Journal of human genetics, 71(1), 35.

Gu Y, et al. (2026) Multi-omics analyses identify potential epigenetic loci associated with
survival in amyotrophic lateral sclerosis across diverse populations. EBioMedicine, 123,
106071.
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occurs with somatic mutations beyond CHIP drivers. Life science alliance, 9(2).
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through chromosome-level assemblies of the Chinese and Malayan pangolin.
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Li Z, et al. (2025) Metabolite-dependent m6A methylation driven by mechanotransduction-
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reports, 44(5), 115611.
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Medicine, 6(9), 102334.

Andersson N, et al. (2025) Tracing metastatic spread in pediatric solid tumors using copy
number and targeted deep sequencing. The Journal of pathology.

Smith JD, et al. (2025) Genomic Signatures of Poor Prognosis in Merkel Cell Carcinoma:
A Single-Institution Prospective Study. Molecular cancer research : MCR.


