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Supplementary figure 1. Isolation and concentration of circulating miRNAs from breast cancer 

patient’ plasma. (a) Expression of miR-21 in representative breast cancer patient before (green) 

and after (red) speed-vacuum concentration and quantification using quantitative Real-Time 

PCR. (b) Data from (a) are presented as mean +/- SD, n=3. 

 



 

 

 

Supplementary figure 2. Pie chart illustrating the distribution of the top 20 pathway 
designations for the predicted gene targets for 18 upregulated miRNAs in breast cancer 
circulation based on TargetScan database. The pie size corresponds to the number of matched 
entities. 



 

 

Supplementary figure 3. Expression of hsv2-miR-H24 and hsv2-miR-H6 in the circulation of 
breast cancer patients (n=23) and normal controls (n=9) based on microRNA microarray 
expression. Data are presented as log2 expression. Two tailed t-test was used to calculate 
significance.  
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