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Venous blood was collected from apparently healthy, consented individuals. Blood
was stabilized and stored for 3 or 7 days at 25°C. cfDNA, miRNA, and mRNA were
(co-)purified from blood plasma using different manual isolation kits.

Isolated NAs were analyzed by qPCR /RT-gPCR (miRCURY® LNA RT Kit*, miRCURY

Analysis of cell-free DNA (cfDNA) from blood samples is established as an important diagnostic tool.
Limitations in volume of blood drawn from a subject and low concentrations of circulating nucleic acids
(NA) restrict possible downstream analyses.
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The scope of this research study was to establish a robust multianalyte workflow from a single blood sample
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