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Resource Information

URL: https://www.immunobase.org/about/

Proper Citation: ImmunoBase (RRID:SCR_014642)

Description: Web based resource focused on the genetics and genomics of
immunologically related human diseases. Their mission is to provide a curated and
integrated set of datasets and tools to support and promote research in this area. The
current focus of the site is to integrate and curate summary case/control association
statistics from the consortium of 12 diseases originally targeted by the ImmunoChip
consortium.

Resource Type: database, data or information resource

Keywords: immunology, database, web based, genetics, genomics, immunologically
related human diseases, gwas, FASEB list

Funding: Juvenile Diabetes Research Foundation Wellcome Trust Diabetes and
Inflammation Laboratory

Resource Name: ImmunoBase

Resource ID: SCR_014642

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260808T190436+0000

Ratings and Alerts

No rating or validation information has been found for ImmunoBase.

No alerts have been found for ImmunoBase.

Data and Source Information

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_014642/resolver
https://www.immunobase.org/about/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 45 mentions in open access literature.

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