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Proper Citation

FastSNP (RRID:SCR_003140)

Resource Information

URL: http://nar.oxfordjournals.org/content/34/suppl_2/W635.long

Proper Citation: FastSNP (RRID:SCR_003140)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented on August 9,
2016. A web server that allows users to efficiently identify and prioritize high-risk SNPs
according to their phenotypic risks and putative functional effects. A unique feature is that
the functional effect information used for SNP prioritization is always up-to-date, because
FASTSNP extracts the information from 11 external web servers at query time using a
team of web wrapper agents. Moreover, FASTSNP is extendable by deploying more Web
wrapper agents. FASTSNP provides three options for users to submit requests. If users
already have some candidate SNPs on a candidate gene, they may use Query by
Candidate Gene to select the specific SNPs on the gene to perform prioritization. If users
have a specified SNP or a list of SNP rsid's needs to be prioritized, they can use Query by
SNP option and upload the SNP list in an Excel-format file. Finally, if users have a novel
SNP sequence, FASTSNP provides Novel SNP analysis. FASTSNP will generate a SNP
Function Report for each SNP. Users can export SNP data to an excel file for further
genotyping processes. Other features of FASTSNP include SNP quality checking and
haplotype LD information.

Synonyms: FastSNP: A Functional Analysis and Selection Tool for SNP in Large Scale
Association Study, Function Analysis and Selection Tool for Single Nucleotide
Polymorphisms, A Functional Analysis and Selection Tool for SNP in Large Scale
Association Study

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

Defining Citation: PMID:16845089

Keywords: single nucleotide polymorphism, function, phenotype, transcript, prioritize,
bio.tools

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_003140/resolver
http://nar.oxfordjournals.org/content/34/suppl_2/W635.long
https://pubmed.ncbi.nlm.nih.gov/16845089


Funding: National Research Program in Genomic Medicine ;
National Science Council Taiwan NSC93-3112-B-001-008-Y;
National Science Council Taiwan NSC93-3112-B-001-018-Y

Availability: Free, Freely available

Resource Name: FastSNP

Resource ID: SCR_003140

Alternate IDs: biotools:fastsnp, OMICS_00173, nif-0000-30566

Alternate URLs: https://bio.tools/fastsnp

Old URLs: http://fastsnp.ibms.sinica.edu.tw/pages/input_CandidateGeneSearch.jsp

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260728T043140+0000

Ratings and Alerts

No rating or validation information has been found for FastSNP.

No alerts have been found for FastSNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 62 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Population from Guangdong. Journal of healthcare engineering, 2021, 6657324.
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12(1), e0168828.
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