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RRID:SCR_026042
Type: Tool

Proper Citation

SMR (RRID:SCR_026042)

Resource Information

URL.: https://yanglab.westlake.edu.cn/software/smr/

Proper Citation: SMR (RRID:SCR_026042)

Description: Software tool to test for pleiotropic association between expression level of
gene and complex trait of interest using summary-level data from GWAS and expression
guantitative trait loci eQTL studies. Used to prioritize genes underlying GWAS hits for
follow up functional studies.

Abbreviations: SMR
Synonyms: , Summary-data-based Mendelian Randomization, SMR v1.3.1

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

Keywords: pleiotropic association, expression level of gene, complex trait, prioritize
genes underlying GWAS hits, follow up functional studies,

Resource Name: SMR
Resource ID: SCR_026042
Record Creation Time: 20241114T053309+0000

Record Last Update: 20260815T042910+0000

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

No alerts have been found for SMR.

Data and Source Information



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_026042/resolver
https://yanglab.westlake.edu.cn/software/smr/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 51 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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