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Proper Citation

BioBankEngine (RRID:SCR_015678)

Resource Information

URL: https://biobankengine.stanford.edu/

Proper Citation: BioBankEngine (RRID:SCR_015678)

Description: This engine presents case-control association results from the UK Biobank
hospital in-patient health-related outcomes summary information data (Data-Field 41202);
computational grouping of phenotypes with cancer (Category 100092) registry, death
registry data (Category 100093), algorithmically-defined outcomes (Category 42), and
verbal questionnaire data (Category 100071); and manually curated grouping of
phenotypes.

Resource Type: software tool

Resource Name: BioBankEngine

Resource ID: SCR_015678

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260808T190039+0000

Ratings and Alerts

No rating or validation information has been found for BioBankEngine.

No alerts have been found for BioBankEngine.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015678/resolver
https://biobankengine.stanford.edu/
https://neuinfo.org/rin/sources/SCR_005400


We found 21 mentions in open access literature.

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