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Supplementary Fig. S2: Correlation between electrophoresis-based and sequencing-based eluate RNA concentrations. Correlation between Femto Pulse eluate RNA concentrations (in ng/µl) and the endogenous mRNA vs ERCC ratios 
of the different RNA purification methods (a). Correlation between the Femto Pulse eluate RNA concentrations (in ng/µl) and the endogenous miRNA vs LP ratio of the different RNA purification methods (b). Axes are shown in logarithmic scale. 
The number in the RNA purification method labels is the plasma input volume (in ml). Spearman correlation coefficients and p-values are indicated (calculated using the spearmanr function (Scipy library) in Python). ERCC=Extracellular RNA 
Communication Consortium, LP=Library Preparation Control, MAX=Maxwell methods, MIR=miRNeasy method, MIRA=miRNeasy Advanced method, MIRV=mirVana method, MIRVE=mirVana method with purification protocol for small RNA 
enrichment, NOR=Norgen method, NUC=NucleoSpin method, QIA=QIAamp method.
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