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Resource Information

URL: http://www.hipsci.org/

Proper Citation: HipSci (RRID:SCR_003909)

Description: A UK national induced pluripotent stem (iPS) cell resource that will create
and characterize more than 1000 human iPSCs from healthy and diseased tissue for use
in cellular genetic studies. Between 2013 and 2016 they aim to generate iPS cells from
over 500 healthy individuals and 500 individuals with genetic disease. They will then use
these cells to discover how genomic variation impacts on cellular phenotype and identify
new disease mechanisms. Strong links with NHS investigators will ensure that studies on
the disease-associated cell lines will be linked to extensive clinical information. Further key
features of the project are an open access model of data sharing; engagement of the
wider clinical genetics community in selecting patient samples; and provision of dedicated
laboratory space for collaborative cell phenotyping and differentiation.

Abbreviations: HipSci

Synonyms: Human Induced Pluripotent Stem Cells Initiative

Resource Type: biomaterial supply resource, material resource

Keywords: stem cell, genomic variation, cellular phenotype, disease mechanism,
phenotype, disease, clinical data, clinical, genetics, male, female, cell line, induced
pluripotent stem cell

Related Condition: Healthy, Genetic disease

Funding: Wellcome Trust ;
MRC

Availability: Acknowledgement required, Free, Public

Resource Name: HipSci
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Resource ID: SCR_003909

Alternate IDs: nlx_158252

Record Creation Time: 20220129T080221+0000

Record Last Update: 20260725T191228+0000

Ratings and Alerts

No rating or validation information has been found for HipSci.

No alerts have been found for HipSci.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 115 mentions in open access literature.
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