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Proper Citation

Imprinted Gene Catalogue (RRID:SCR_007737)

Resource Information

URL: http://www.otago.ac.nz/IGC

Proper Citation: Imprinted Gene Catalogue (RRID:SCR_007737)

Description: The Imprinted Gene Catalogue is a database of imprinted genes and related
effects in humans and animals. Users can search the Imprinted genes and related effects
database by taxon, chromosome, gene name, or a text word from the description. Users can
also search the Catalogue of Parental Origin of de novo Mutations by type of mutation,
disorder, chromosomal location, inheritance pattern, gene name, or author of publication.
There are also many detailed entries which provide a cross-species summary of imprinted
genes.

Synonyms: Imprinted Gene Catalogue

Resource Type: data or information resource, database
Funding:

Resource Name: Imprinted Gene Catalogue

Resource ID: SCR_007737

Alternate IDs: nif-0000-03019

Record Creation Time: 20220129T080243+0000

Record Last Update: 20250525T032310+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_007737/resolver
http://www.otago.ac.nz/IGC

No rating or validation information has been found for Imprinted Gene Catalogue.

No alerts have been found for Imprinted Gene Catalogue.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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