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Type: Tool

Proper Citation

SNPper (RRID:SCR_001963)

Resource Information

URL: http://snpper.chip.org/

Proper Citation: SNPper (RRID:SCR_001963)

Description: Retrieve known single-nucleotide polymorphisms (SNPs) by position or by
association with a gene; save, filter, analyze, display or export SNP sets; explore known
genes using names or chromosome positions.

Abbreviations: SNPper

Resource Type: software resource

Defining Citation: PMID:12490454

Keywords: single-nucleotide polymorphism, gene, chromosome

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: SNPper

Resource ID: SCR_001963

Alternate IDs: OMICS_01926

Record Creation Time: 20220129T080210+0000

Record Last Update: 20260725T190514+0000

Ratings and Alerts

No rating or validation information has been found for SNPper.

No alerts have been found for SNPper.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_001963/resolver
http://snpper.chip.org/
https://pubmed.ncbi.nlm.nih.gov/12490454


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 49 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Are Associated with Intolerance to Antiretroviral Therapy in Brazilian HIV-1 Positive
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