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Type: Tool

Proper Citation

Human DNA Polymerase Gamma Mutation Database (RRID:SCR_004722)

Resource Information

URL: http://tools.niehs.nih.gov/polg/

Proper Citation: Human DNA Polymerase Gamma Mutation Database
(RRID:SCR_004722)

Description: Database that lists all known mutations in the coding region of the POLG
gene and describes the associated disease. Human DNA polymerase is composed of two
subunits, a 140 kDa catalytic subunit encoded by the POLG on chromosome 15925, and a
55kDa accessory subunit encoded by the POLG2 gene on chromosome 17g23-24. A
number of mutations have been mapped to the gene for the catalytic subunit of DNA
polymerase, POLG, and found to be associated with mitochondrial diseases. The
nucleotide changes are numbered from the initiation Methionine codon and are based on
the cDNA (accession U60325.1) and gene sequence (accession AF497906.1).

Abbreviations: Human DNA Polymerase Gamma Mutation Database
Resource Type: data or information resource, database

Keywords: mutation, polg, gene, dna polymerase, FASEB list

Related Condition: Mitochondrial disease

Availability: Free

Resource Name: Human DNA Polymerase Gamma Mutation Database
Resource ID: SCR_004722

Alternate IDs: OMICS 01639, nlx_71693

Record Creation Time: 20220129T080226+0000

Record Last Update: 20260729T044105+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_004722/resolver
http://tools.niehs.nih.gov/polg/

No rating or validation information has been found for Human DNA Polymerase Gamma
Mutation Database.

No alerts have been found for Human DNA Polymerase Gamma Mutation Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 38 mentions in open access literature.
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