
Resource Summary Report

Generated by RRID on Aug 15, 2026

SMR
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
quantitative 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/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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validation study. Frontiers in immunology, 17, 1742618.
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Guo A, et al. (2026) Multi-omics analysis suggests ZDHHC18 as a potential risk factor for
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Zhang C, et al. (2026) 6PPD-quinone exposure and Alzheimer's disease: insights from
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Zhang ZH, et al. (2026) Multiomics analysis reveals that senescent CXCL16+
macrophages promote lung adenocarcinoma progression through TGF-? signalling.
Journal of translational medicine, 24(1).

Hong T, et al. (2026) Causal inference of glucocorticoid signaling in non-small cell lung
cancer: integrating Mendelian randomization, single-cell transcriptomics, and imaging
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