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NCBI Protein Database

RRID:SCR_003257
Type: Tool

Proper Citation

NCBI Protein Database (RRID:SCR_003257)

Resource Information

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

Proper Citation: NCBI Protein Database (RRID:SCR_003257)

Description: Databases of protein sequences and 3D structures of proteins. Collection of
seqguences from several sources, including translations from annotated coding regions in
GenBank, RefSeq and TPA, as well as records from SwissProt, PIR, PRF, and PDB.

Abbreviations: NCBI_GP, NCBI Protein, NCBI GP

Synonyms: Entrez Protein, Protein Database, NCBI Protein Database, Protein sequence
database, Entrez Protein Database

Resource Type: data or information resource, database

Keywords: amino acid sequence, nucleotide, dna sequence, protein, sequence,
sequence data, structure, function, dna, nucleotide sequence, genomics, protein binding,
gold standard

Availability: Free, Freely available

Resource Name: NCBI Protein Database

Resource ID: SCR_003257

Alternate IDs: SCR_017486, r3d100011331, nif-0000-03178

Alternate URLSs: http://www.ncbi.nlm.nih.gov/sites/entrez?db=protein,
https://doi.org/10.17616/R3JHOX

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260729T044040+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003257/resolver
http://www.ncbi.nlm.nih.gov/protein

No rating or validation information has been found for NCBI Protein Database.

No alerts have been found for NCBI Protein Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 963 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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