Resource Summary Report

Generated by FDI Lab - SciCrunch.org on Apr 25, 2025

NCBI Genome

RRID:SCR_002474
Type: Tool

Proper Citation

NCBI Genome (RRID:SCR_002474)

Resource Information

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

Proper Citation: NCBI Genome (RRID:SCR_002474)

Description: Database that organizes information on genomes including sequences, maps,
chromosomes, assemblies, and annotations in six major organism groups: Archaea,
Bacteria, Eukaryotes, Viruses, Viroids, and Plasmids. Genomes of over 1,200 organisms can
be found in this database, representing both completely sequenced organisms and those for
which sequencing is in progress. Users can browse by organism, and view genome maps
and protein clusters. Links to other prokaryotic and archaeal genome projects, as well as
BLAST tools and access to the rest of the NCBI online resources are available.

Abbreviations: Genome

Synonyms: Entrez Genomes, Entrez Genome, NCBI, Genome, Genome Database,
Genome: Information by genome sequence

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

Keywords: chromosome, organelle, plasmid, viroid, virus, genome, sequence, map,
assembly, annotation, gene mapping, dna, blast, protein cluster, gold standard

Funding:
Availability: Free, Freely avaialble

Resource Name: NCBI Genome
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Resource ID: SCR_002474

Alternate IDs: nif-0000-02802

Alternate URLSs: http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Genome
Record Creation Time: 20220129T080213+0000

Record Last Update: 20250425T055256+0000

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

No alerts have been found for NCBI Genome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 523 mentions in open access literature.

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