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Kl Biobank - BROAD

RRID:SCR_005916
Type: Tool

Proper Citation

KI Biobank - BROAD (RRID:SCR_005916)

Resource Information

URL.: http://ki.se/en/meb/broad

Proper Citation: Kl Biobank - BROAD (RRID:SCR_005916)

Description: The study will collect 1,500 cases with schizophrenia and 1,500 well-matched
controls ascertained via high-quality Swedish national hospitalization and population
registries. Both cases and controls will be population-based and of Scandinavian ancestry.
Types of samples * EDTA whole blood * DNA Number of donors: 10 820 (June 2010)

Abbreviations: Kl Biobank - BROAD

Resource Type: material resource, biomaterial supply resource
Keywords: matched control, psychiatric disease, population
Related Condition: Schizophrenia, Normal control

Funding:

Resource Name: Kl Biobank - BROAD

Resource ID: SCR_005916

Alternate IDs: nix_149508

Old URLSs: http://ki.se/ki/jsp/polopoly.jsp?d=29350&a=24110&I=en
Record Creation Time: 20220129T080233+0000

Record Last Update: 20250527T054859+0000



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005916/resolver
http://ki.se/en/meb/broad

Ratings and Alerts
No rating or validation information has been found for KI Biobank - BROAD.

No alerts have been found for Kl Biobank - BROAD.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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