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Entrez

RRID:SCR_016640
Type: Tool

Proper Citation

Entrez (RRID:SCR_016640)

Resource Information

URL: https://www.ncbi.nim.nih.gov/Web/Search/entrezfs.html

Proper Citation: Entrez (RRID:SCR_016640)

Description: Web portal for global query cross database search and retrieval system that
provides access to all databases simultaneously with a single query string and user
interface. Retrieves nucleotide and protein sequence data, gene centered and genomic
mapping information, 3D structures, and references. Covers databases including protein
sequence data from PIR-International, PRF, Swiss-Prot, and PDB and nucleotide
seguence data from GenBank that includes information from EMBL and DDBJ.

Resource Type: data or information resource, data access protocol, software resource,
web service, portal

Keywords: global, query, cross, database, search, retrival, system, database, nucleotide,
protein, sequence, data, genomic, mapping, structure, reference

Availability: Free, Freely available

Resource Name: Entrez

Resource ID: SCR_016640

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260729T044420+0000

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

No alerts have been found for Entrez.

Data and Source Information


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_016640/resolver
https://www.ncbi.nlm.nih.gov/Web/Search/entrezfs.html

Source: SciCrunch Registry

Usage and Citation Metrics
We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Jacques F, et al. (2023) Roadmap to the study of gene and protein phylogeny and
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Holcomb DD, et al. (2022) Protocol to identify host-viral protein interactions between
coagulation-related proteins and their genetic variants with SARS-CoV-2 proteins. STAR
protocols, 3(3), 101648.

Lifschitz S, et al. (2022) Bio-Strings: A Relational Database Data-Type for Dealing with
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Og?uszka M, et al. (2017) A porcine gluteus medius muscle genome-wide transcriptome
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Primer Screening. Journal of nucleic acids, 2017, 6590902.

Zhang K, et al. (2016) Development and Identification of SSR Markers Associated with
Starch Properties and ?-Carotene Content in the Storage Root of Sweet Potato (Ipomoea
batatas L.). Frontiers in plant science, 7, 223.

Kubicek CP, et al. (2011) Comparative genome sequence analysis underscores
mycoparasitism as the ancestral life style of Trichoderma. Genome biology, 12(4), R40.
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Bayer RG, et al. (2011) Mining the soluble chloroplast proteome by affinity
chromatography. Proteomics, 11(7), 1287.

Qiu L, et al. (2010) Exploiting EST databases for the development and characterization of
EST-SSR markers in castor bean (Ricinus communis L.). BMC plant biology, 10, 278.




