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the Extracellular RNA Quality Control study - important considerations for liquid biopsies
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tested (i.e. MIRVE).

The relative endogenous RNA and miRNA concentration
in the eluate varies considerably among purification
methods. Shown are the ratios of endogenous RNA to
ERCC spike-in RNAs (left) or miRNA to LP spike-in RNAs

(right) as a measure for concentration.

Large differences in reproducibility are observed. Shown
are the areas left of the cumulative distribution curves (ALCs),
comparing RNA purification replicates. Lower ALC-values
Indicate less deviations between replicates and hence

better/higher reproducibility.

A high variability in transcriptome complexity is observed. Note that :
for profiling small RNAs using MIRV, also an alternative purification
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Liquid biopsies are prepared from 10 different blood collection tubes at 3 different time
points upon blood draw, profiled and evaluated using 5 performance metrics
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Conclusions and future perspectives
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i oncology study.

In the exRNAQC study, we comprehensively assess the impact of pre-analytical variables on deep
transcriptome profiling of small and messenger RNAs. \We provide robust quality control metrics for
exRNA quantification methods with validated SOPs for sample collection, processing and profiling.
Furthermore, we show substantial differences in terms of transcriptome complexity, exRNA
concentration and reproducibility for the tested RNA purification methods and blood collection
tubes. Based on these data we will now put forward a selection of pre-analytics to be further
evaluated. This is paramount ground work for any future RNA-based liquid biopsy-guided precision
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