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DEG - Database of Essential Genes (RRID:SCR_012929)

Resource Information

URL: http://tubic.tju.edu.cn/deg

Proper Citation: DEG - Database of Essential Genes (RRID:SCR_012929)

Description: THIS RESOURCE IS NO LONGER IN SEVICE. Documented on August
19,2019.It hosts records of currently available essential genes among a wide range of
organisms. For prokaryotes, DEG contains essential genes in more than 10 bacteria, such
as E. coli, B. subtilis, H. pylori, S. pneumoniae, M. genitalium and H. influenzae, whereas
for eukaryotes, DEG contains those in yeast, humans, mice, worms, fruit flies, zebra fish
and the plant A. thaliana. Users can Blast query sequences against DEG, and can also
search for essential genes by their functions and names. Essential gene products
comprise excellent targets for antibacterial drugs. Essential genes in a bacterium
constitute a minimal genome, forming a set of functional modules, which play key roles in
the emerging field, synthetic biology.

Abbreviations: DEG

Synonyms: Database of Essential Genes

Resource Type: data or information resource, database

Keywords: e. coli, essential gene, eukaryote essential gene, fruit fly, a. thaliana, b.
subtilis, h. influenzae, h. pylori, human, m. genitalium, mice, prokaryote essential gene, s.
pneumoniae, worm, yeast, zebra fish, FASEB list

Availability: THIS RESOURCE IS NO LONGER IN SEVICE.

Resource Name: DEG - Database of Essential Genes

Resource ID: SCR_012929

Alternate IDs: r3d100012052, nif-0000-02745

Record Creation Time: 20220129T080313+0000
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Record Last Update: 20260729T044320+0000

Ratings and Alerts

No rating or validation information has been found for DEG - Database of Essential
Genes.

No alerts have been found for DEG - Database of Essential Genes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 61 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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