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Proper Citation

NGS-SNP (RRID:SCR_005182)

Resource Information

URL.: http://stothard.afns.ualberta.ca/downloads/NGS-SNP/

Proper Citation: NGS-SNP (RRID:SCR_005182)

Description: A collection of command-line scripts for providing rich annotations for SNPs
identified by the sequencing of transcripts or whole genomes from organisms with
reference sequences in Ensembl. Included among the annotations, several of which are
not available from any existing SNP annotation tools, are the results of detailed
comparisons with orthologous sequences. These comparisons allow, for example, SNPs
to be sorted or filtered based on how drastically the SNP changes the score of a protein
alignment. Other fields indicate the names of overlapping protein domains or features, and
the conservation of both the SNP site and flanking regions. NCBI, Ensembl, and Uniprot
IDs are provided for genes, transcripts, and proteins when applicable, along with Gene
Ontology terms, a gene description, phenotypes linked to the gene, and an indication of
whether the SNP is novel or known. A ?Model_Annotations? field provides several
annotations obtained by transferring in silico the SNP to an orthologous gene, typically in a
well-characterized species.

Abbreviations: NGS-SNP
Resource Type: software resource

Keywords: annotation, snp, sequencing, transcript, genome, reference sequence, indel,
annotate, reference chromosome, reference transcript, gene, command-line

Resource Name: NGS-SNP

Resource ID: SCR_005182

Alternate IDs: OMICS 00177

Record Creation Time: 20220129T080228+0000
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Ratings and Alerts
No rating or validation information has been found for NGS-SNP.

No alerts have been found for NGS-SNP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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