
Figure e-1.  Workflow and design of each study included in the current manuscript.   

 

Analysis: Primary biomarker GWAS 
Population: VISP, N = 1842 

Phenotypes: Biomarker levels 

Approach: Lookup 
Existing Data: GWAS of ischemic stroke 

Population Case: VISP 
Population Control: GENEVA 

SNPs Used: Significant CRP results from primary biomarker GWAS 

Analysis: Recurrent Stroke, Cox proportional hazards model 
Population: VISP 

Unadjusted Model: N control = 1918, N case = 181 
Adjusted Model: N control = 1704, N case = 158 

Covariates of interest: Significant CRP results from primary 
biomarker GWAS 

Analysis: Recurrent Stroke, Cox proportional hazards model 
Population: VISP 

Unadjusted Model: N control = 1918, N case = 181 
Adjusted Model: N control = 1704, N case = 158 

Covariate of interest: CRP level 

Primary Analyses Lookup and Replication Analyses 

Approach: Lookup in any phenotype 
Existing Data: NHGRI catalogue of GWAS 

Population Case: Varies by study 
Population Control: Varies by study 

SNPs Used: Significant CRP results from primary biomarker GWAS 

Approach: Replication of existing CRP GWAS 
Existing Data: All existing GWAS of CRP 

Population Case: Varies by study 
Population Control: Varies by study 

SNPs Used: Significant CRP results from primary biomarker GWAS 

Approach: Lookup 
Existing Data: Primary VISP biomarker GWAS 

Population : VISP, N = 1842 
SNPs Used: Significant results from published genetic studies of 

CRP and Fibrinogen levels
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