Boxplot analysis
The analysis of all protein data from the entire study shows that quantile normalization and normal transformation brought all the protein arrays onto similar scale. Normalization allows the exploration of outliers in the data and also highlights key changes occurring in the cohorts in order to shortlist putative biomarkers. It also increases the viability and precision of the protein signal intensities between cohorts which in turn affects the biomarker specificity.
[image: ]
Fig S4. Boxplot of log2 (raw median RFU) (top) and log2 (normalized median RFU) (bottom).
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