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Proper Citation

RefSeq (RRID:SCR_003496)

Resource Information

URL: http://www.ncbi.nim.nih.gov/RefSeq/

Proper Citation: RefSeq (RRID:SCR_003496)

Description: Collection of curated, non-redundant genomic DNA, transcript RNA, and
protein sequences produced by NCBI. Provides a reference for genome annotation, gene
identification and characterization, mutation and polymorphism analysis, expression studies,
and comparative analyses. Accessed through the Nucleotide and Protein databases.

Synonyms: RefSeq, , Reference Sequence Database, Reference Sequence, Reference
Sequences, NCBI

Resource Type: database, data or information resource

Defining Citation: PMID:24316578, PMID:24259432, PMID:22121212, PMID:18927115,
PMID:17130148, PMID:15608248

Keywords: reference sequence, transcript, protein, dna, rna, plasmid, organelle, virus,
genome, nucleic acid, ortholog, paralog, haplotype, nucleotide sequence, gene expression,
blast, gold standard, bio.tools

Funding:
Availability: Free, Available for download, Freely available
Resource Name: RefSeq

Resource ID: SCR_003496
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Alternate IDs: SCR_016579, nif-0000-03397, OMICS_ 01659, biotools:refseq
Alternate URLSs: ftp://ftp.ncbi.nim.nih.gov/refseq, https://bio.tools/refseq
Record Creation Time: 20220129T080219+0000

Record Last Update: 20250412T054839+0000

Ratings and Alerts
No rating or validation information has been found for RefSeq.

No alerts have been found for RefSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16092 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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