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Proper Citation

QTLbase (RRID:SCR_021649)

Resource Information

URL: http://mulinlab.org/gtibase/index.html

Proper Citation: QTLbase (RRID:SCR_021649)

Description: Curates and compiles genome wide QTL summary statistics for many
human molecular traits across tissues and cell types. Comprises tens of millions
significant genotype molecular trait associations under different conditions. Users can
visualize QTL results in phenome wide and tissue wide levels, and annotate their
biological functions through comprehensive genomic features and functional evidence.
QTLbase provides one stop shop of QTLs retrieval and comparison across multiple
tissues and multiple layers of molecular complexity, and it will greatly help researchers
interrogate biological mechanism of causal variants and guide direction of functional
validation.

Resource Type: database, data or information resource

Keywords: Genome wide QTL summary statistics, genome wide QTL, genotype
molecular trait associations, QTLs retrieval, QTLs comparison

Availability: Free, Freely available

Resource Name: QTLbase

Resource ID: SCR_021649

Record Creation Time: 20220129T080356+0000

Record Last Update: 20260807T042944+0000

Ratings and Alerts
No rating or validation information has been found for QTLbase.

No alerts have been found for QTLbase.



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_021649/resolver
http://mulinlab.org/qtlbase/index.html

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.

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