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Proper Citation

Functional Annotation of the Mammalian Genome (RRID:SCR_000788)

Resource Information

URL: http://fantom.gsc.riken.jp/

Proper Citation: Functional Annotation of the Mammalian Genome (RRID:SCR_000788)

Description: International collaborative research project and database of annotated
mammalian genome. Used to improve estimates of total number of genes and their
alternative transcript isoforms in both human and mouse. Consortium to assign functional
annotations to full length cDNAs that were collected during Mouse Encyclopedia Project at
RIKEN.

Abbreviations: FANTOM

Synonyms: Functional Annotation of the Mammalian Genome, FANTOM, Functional
Annotation of the Mammalian Genome (FANTOM)

Resource Type: database, organization portal, portal, consortium, data or information
resource

Defining Citation: PMID:20211142, PMID:33211864

Keywords: mammal, genome, isoform, human, gene, transcriptome, regulatory network,
FASEB list

Funding: NIMH MH062261

Resource Name: Functional Annotation of the Mammalian Genome
Resource ID: SCR_000788

Alternate IDs: nif-0000-30552
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Ratings and Alerts

No rating or validation information has been found for Functional Annotation of the
Mammalian Genome.

No alerts have been found for Functional Annotation of the Mammalian Genome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 43 mentions in open access literature.
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