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Supplementary Fig. S15.

Supplementary Fig. S15: Interaction effects of RNA purification methods and time intervals on blood collection tube 
performance for mRNA detection. The figure illustrates the interaction between blood collection tube (n=3), RNA purification method 
(n=2) and time interval (n=3) combinations (total n=90) for 5 performance metrics. Adjusted p-values were calculated using Tukey's 
method for comparing a family of 3 estimates. Boxplots with a grey background indicate non-significant overall interaction p-values 
(calculated with the Wald test for the terms in the linear mixed-effects model) for the respective performance metric. In the boxplots, the 
lower and upper hinge of the boxes represents the 25th and 75th percentile, respectively. The whiskers extend to the lowest and highest 
value that is within 1.5 times the interquartile range. Data beyond the end of the whiskers are outliers. T0=plasma prepared immediately 
after blood draw. T04, T16=plasma prepared 4 or 16 hours after blood draw, respectively. MIR=miRNeasy method, QIA=QIAamp 
method. Numbers in the RNA purification method labels indicate the biofluid input volume.


