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Type: Tool

Proper Citation

PANTHER Evolutionary analysis of coding SNPs (RRID:SCR_005145)

Resource Information

URL.: http://www.pantherdb.org/tools/csnpScoreForm.jsp

Proper Citation: PANTHER Evolutionary analysis of coding SNPs (RRID:SCR_005145)

Description: Data analysis service that estimates the likelihood of a particular
nonsynonymous (amino-acid changing) coding SNP to cause a functional impact on the
protein. To analyze many SNPs, download the PANTHER Coding Snp Analysis tool from the
downloads page.

Abbreviations: cSNP Scoring
Synonyms: Evolutionary analysis of coding SNPs, PANTHER Coding SNP Analysis Tool

Resource Type: analysis service resource, data analysis service, production service
resource, software resource, service resource, software application, data analysis software,
data processing software

Defining Citation: PMID:23193289

Funding:

Resource Name: PANTHER Evolutionary analysis of coding SNPs
Resource ID: SCR_005145

Alternate IDs: OMICS 00135

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250425T055433+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_005145/resolver
http://www.pantherdb.org/tools/csnpScoreForm.jsp
https://pubmed.ncbi.nlm.nih.gov/23193289

Ratings and Alerts

No rating or validation information has been found for PANTHER Evolutionary analysis of
coding SNPs.

No alerts have been found for PANTHER Evolutionary analysis of coding SNPs.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 91 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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