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Resource Information

URL: http://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi

Proper Citation: Genetic Codes (RRID:SCR_013092)

Description: Genetic Codes is a summary resource of the taxonomy of each record and 
assignment of the correct genetic code for every entry in the GenBank database. GenBank 
format by historical convention displays mRNA sequences using the DNA alphabet. Thus, for 
the convenience of people reading GenBank records, the genetic code tables shown here 
use T instead of U. The following genetic codes are described here: The Standard Code The 
Vertebrate Mitochondrial Code The Yeast Mitochondrial Code The Mold, Protozoan, and 
Coelenterate Mitochondrial Code and the Mycoplasma/Spiroplasma Code The Invertebrate 
Mitochondrial Code The Ciliate, Dasycladacean and Hexamita Nuclear Code The 
Echinoderm and Flatworm Mitochondrial Code The Euplotid Nuclear Code The Bacterial, 
Archaeal and Plant Plastid Code The Alternative Yeast Nuclear Code The Ascidian 
Mitochondrial Code The Alternative Flatworm Mitochondrial Code Blepharisma Nuclear Code 
Chlorophycean Mitochondrial Code Trematode Mitochondrial Code Scenedesmus Obliquus 
Mitochondrial Code Thraustochytrium Mitochondrial Code

Synonyms: Genetic Codes

Resource Type: data or information resource, database

Keywords: genbank, genetic code, mrna sequences

Funding:

Resource Name: Genetic Codes

Resource ID: SCR_013092

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_013092/resolver
http://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi


Alternate IDs: nif-0000-02888

Record Creation Time: 20220129T080314+0000

Record Last Update: 20250422T055710+0000

Ratings and Alerts

No rating or validation information has been found for Genetic Codes.

No alerts have been found for Genetic Codes.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 38 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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