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Nucleotide database (RRID:SCR_004630)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/nucest

Proper Citation: Nucleotide database (RRID:SCR_004630)

Description: Nucleotide database as collection of sequences from several sources,
including GenBank, RefSeq, TPA and PDB. Genome, gene and transcript sequence data
provide the foundation for biomedical research and discovery.

Abbreviations: nucest

Resource Type: data or information resource, service resource, database, data repository,
storage service resource

Defining Citation: PMID:8401577

Keywords: Genome, gene, transcript sequence data, GenBank, RefSeq, TPA, PDB, gold
standard

Funding:

Availability: Free, Freely available
Resource Name: Nucleotide database
Resource ID: SCR_004630

Alternate IDs: SCR_016578, nix_62971

Record Creation Time: 20220129T080225+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_004630/resolver
http://www.ncbi.nlm.nih.gov/nucest
https://pubmed.ncbi.nlm.nih.gov/8401577

Record Last Update: 20250507T060248+0000

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

No alerts have been found for Nucleotide database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 167 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Shen WW, et al. (2020) EHD2 is a Predictive Biomarker of Chemotherapy Efficacy in Triple
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burst oxidase homolog (Ghrboh) gene family. BMC genomics, 21(1), 91.
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Disease Proteins and Uncovers Widespread Protein Aggregation in Affected Brains. Cell
reports, 32(7), 108050.
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e0224391.
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online, 21, 14.
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sciences, 19(6).
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