
Supplementary Figure 1. Total RNA Electropherograms for Samples from Pancreas Cases and 
Controls Represented in this Pilot Study* 

 

 
 
 



 



 
 

 
 
 
 



 
 
 
*Note: Electropherograms were no longer accessible for samples originating at the UF study site 
and therefore are not included. 
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Supplementary Figure 2. Plots of built-in positive control log2 concentrations and log2 counts of samples 
assayed across the three study sites a) MC, b) UF, c) UM and d) Mean and 97.5 confident interval for the 
coefficient of positive regression line in all samples across the three study sites. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Figure 3.  Expression of nCounter™ negative control genes across study sites. 
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Supplementary Figure 6.  Principal component analysis (PCA) for the 55 miRNA targets expressed across 
>80% of samples.  a.) The first principal component (PC1) accounts for most of the variation in the 
dataset. b.) PCA plot showing that most of the trios cluster together across sites. 
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Supplementary Figure 7.  Principal component analysis (PCA) for the 55 miRNA targets expressed across 
>80% of samples.  a.) The first principal component (PC1) accounts for most of the variation in the 
dataset. b.) PCA plot showing that most of the trios cluster together across sites. 
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