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Resource Information

URL.: http://www.ncbi.nim.nih.gov/refseg/rsg/

Proper Citation: RefSeqGene (RRID:SCR_013787)

Description: A data set of defined genomic sequences used as reference standards for well-
characterized genes. These standard nucleotide sequences serve as foundations for locating
mutations, establishing conventions for numbering exons and introns, and defining the
coordinates of other variations. Sequences are aligned to reference chromosomes.
RefSeqGene is a subset of NCBI RefSeq.

Synonyms: NCBI RefSeqGene, RefSeqGene Project
Resource Type: information resource

Defining Citation: PMID:18927115

Keywords: data set, genomic sequences, reference standard
Funding:

Availability: Free, Public

Resource Name: RefSeqGene

Resource ID: SCR_013787

License URLs: http://www.nIm.nih.gov/privacy.html
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Ratings and Alerts
No rating or validation information has been found for RefSeqGene.

No alerts have been found for RefSeqGene.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 50 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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