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Wellcome Trust Centre for Human Genetics

RRID:SCR_003307
Type: Tool

Proper Citation

Wellcome Trust Centre for Human Genetics (RRID:SCR_003307)

Resource Information

URL: http://www.well.ox.ac.uk/

Proper Citation: Wellcome Trust Centre for Human Genetics (RRID:SCR_003307)

Description: An international leader in genetics, genomics and structural biology, and
research institute of the Nuffield Department of Medicine at the University of Oxford,
whose objective is to extend our understanding on how genetic inheritance makes us who
we are in order to gain a clearer insight into mechanisms of health and disease. Looking
across all three billion letters of the human genetic code, they aim to pinpoint variant
spellings and discover how they increase or decrease an individual's risk of falling ill. They
collaborate with research teams across the world on a number of large-scale studies in
these areas.

Abbreviations: WTCHG
Resource Type: portal, topical portal, data or information resource
Keywords: genetics, genomics, structural biology

Funding: University of Oxford; Oxford; United Kingdom ;
Wellcome Trust ;
other sponsors

Availability: Free, Freely available

Resource Name: Wellcome Trust Centre for Human Genetics
Resource ID: SCR_003307

Alternate IDs: nif-0000-31897

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260728T043143+0000
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Ratings and Alerts

No rating or validation information has been found for Wellcome Trust Centre for Human
Genetics.

No alerts have been found for Wellcome Trust Centre for Human Genetics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 49 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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