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ImmuneSpace

RRID:SCR_010508
Type: Tool

Proper Citation

ImmuneSpace (RRID:SCR_010508)

Resource Information

URL: https://www.immunespace.org/

Proper Citation: ImmuneSpace (RRID:SCR_010508)

Description: A consortium of university groups to characterize human immune
populations. The Human Immunology Project Consortium (HIPC) program, established in
2010 by the NIAID Division of Allergy, Immunology, and Transplantation, is a major
collaborative effort that is generating large amounts of cross-center and cross-assay data
including high-dimensional data to characterize the status of the immune system in
diverse populations under both normal conditions and in response to stimuli. This large
data problem has given birth to ImmuneSpace, a powerful data management and analysis
engine where datasets can be easily explored and analyzed using state-of-the-art
computational tools.

Synonyms: immune space, Immunespace.org

Resource Type: data or information resource, organization portal, portal
Keywords: immunology

Funding: NIAID

Resource Name: ImmuneSpace

Resource ID: SCR_010508

Alternate IDs: nlx_158717

Record Creation Time: 20220129T080259+0000

Record Last Update: 20260729T044249+0000

Ratings and Alerts


https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_010508/resolver
https://www.immunespace.org/

No rating or validation information has been found for ImmuneSpace.

No alerts have been found for ImnmuneSpace.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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