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Supplemental Table I. Full list of SNPs associated with vWF in VISP. 

 



 



 



 

 

 

 

 

 

 

 

 



Supplemental Table II. Prediction performance of the conventional clinical variables, vWF, and ABO SNP rs505922 for the risk of 

recurrent stroke 

Model  Variables AUC Comparison NRI (SE) p-value IDI (SE) p-value 

Original Conventional clinical variables: 

age, diabetes status, 

hypertension, smoking, prior 

stroke, and treatment groups 

0.635    

New 1 Model 1 + vWF 0.648 New 1 vs. Original 0.106 (0.035) 0.0028 0.004 (0.002) 0.0388 

New 2 Model 1 + rs505922 0.643 New 2 vs. Original 0.008 (0.029) 0.7772 0.001 (0.001) 0.4685 

New 3 Model 1 + vWF + rs505922 0.654 New 3 vs. Original 0.110 (0.042) 0.0091 0.006 (0.002) 0.0137 
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Supplemental Figure I. ROC curves. Original model [O] including adjustments for age, 

diabetes status, hypertension, smoking, prior stroke, and treatment groups vs. the New model 

[N] including addition of (A) vWF, (B) rs505922, and (C) vWF and rs505922.  



Supplemental Table III. Expanded Association of SNPs identified in current study. 
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