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Proper Citation

COVID-19 Host Genetics Initiative (RRID:SCR_022272)

Resource Information

URL: https://www.covid19hg.org/

Proper Citation: COVID-19 Host Genetics Initiative (RRID:SCR_022272)

Description: Platform for global network of researchers to investigate role of human
genetics in SARS-CoV-2 infection and COVID-19 severity. Provides results of three
genome-wide association meta analyses that consist of patients with COVID-19 from
studies across countries.

Resource Type: topical portal, data or information resource, portal

Defining Citation: PMID:34237774

Keywords: Investigate role of human genetics in SARS-CoV-2 infection, COVID-19
severity, three genome-wide association meta analyses, patients with COVID-19

Related Condition: Covid-19, COVID-19

Availability: Free, Freely available

Resource Name: COVID-19 Host Genetics Initiative

Resource ID: SCR_022272

Alternate URLs: https://github.com/covid19-hg/

Record Creation Time: 20220511T050132+0000

Record Last Update: 20260804T043750+0000

Ratings and Alerts

No rating or validation information has been found for COVID-19 Host Genetics Initiative.

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_022272/resolver
https://www.covid19hg.org/
https://pubmed.ncbi.nlm.nih.gov/34237774


No alerts have been found for COVID-19 Host Genetics Initiative.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 48 mentions in open access literature.

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