
 
Supplementary Figure 1: Flowchart showing the use of the data and the major analysis steps 
taken.  
 
 

 
 
Supplementary Figure 2: Comparison between our previously developed 3-protein model1 
and the current 8-protein model. A) ROC-curves for separaAon of benign and malign 
tumours. The shaded areas indicate 95% confidence intervals (CI) surrounding the point-
esAmate ROCs. The 8-protein model is shown with a solid black line with CIs in light blue and 
the 3-protein model with a dashed black line with Cis in light grey. The AUCs are wriLen out 
with point-esAmates and 95% confidence intervals.  B) Comparisons of parAal AUCs (pAUC) 
for sensiAvity and specificity in the range of 0.9 to 1.0. The 8-protein model is shown in blue 
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the 3-protein model in grey. Maximum pAUC in the range is 0.1. The p-values above the bars 
is calculated based the DeLong’s method (one-sided).  
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