
Supplementary Figures 

Supplementary Figure 1. Quantile-quantile plots showing the observed versus expected –log P-

value for (A) any, (B) lobar and (C) mixed brain microbleeds. 
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Supplementary Figure 2. Regional plots of the suggestive genetic variants (p<1x10-6) for overall 

or location-specific microbleeds. 

 

 

 



 

 

 

 



 

 

 

 



 

 

  



Supplementary Figure 3. Forest plots showing the study-specific associations between the 

independent genome-wide significant (p<5x10-8) and suggestive (p<1x10-6) genetic variants and 

brain microbleeds, overall and by location. 

 

 



 

 



 

 



 

 



 

 



 

 



 

  



Supplementary Figure 4. Quantile-quantile plots and Manhattan plots presenting the results of 

the genome-wide association studies of (A) any, (B) lobar, and (C) mixed microbleeds in a 

study sample without dementia or stroke. 
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