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PrediXcan

RRID:SCR_016739
Type: Tool

Proper Citation

PrediXcan (RRID:SCR_016739)

Resource Information

URL: https://github.com/hakyimlab/PrediXcan

Proper Citation: PrediXcan (RRID:SCR_016739)

Description: Software tool to detect known and novel genes associated with disease
traits and provide insights into the mechanism of these associations. Used to test the
molecular mechanisms through which genetic variation affects phenotype.

Resource Type: software application, software resource, data analysis software, data
processing software

Defining Citation: PMID:26258848

Keywords: detect, gene, disease, associate, trait, mechanism, molecular, variation,
phenotype

Funding: NCI K12 CA139160;
NCI F32CA165823;
NIMH T32 MH020065;
NIMH RO1 MH101820;
NIMH RO1 MH090937;
NIGMS UO01 GM61393;
NIMH P50 MH094267;
NIGMS UO01 GM092691;
NHLBI U19 HL065962;
NIDA P50 DA037844;
NIDDK P30 DK20595;
NIDDK P60 DK20595

Availability: Free, Available for download, Freely available

Resource Name: PrediXcan



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_016739/resolver
https://github.com/hakyimlab/PrediXcan
https://pubmed.ncbi.nlm.nih.gov/26258848

Resource ID: SCR_016739
Record Creation Time: 20220129T080332+0000

Record Last Update: 20260729T044422+0000

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

No alerts have been found for PrediXcan.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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