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Supplementary Figure 1. The level of detected WT DNA was not correlated with the extraction efficiency. The boxplot shows cfDNA recovery as assessed by the XenT/RPP30 ddPCR assay
for a large clinical sample series (n=228), split between high and low detectable levels of WT DNA. We compared the top and bottom quartile of samples with regards to their total amount
of extracted cfDNA (as determined by the number of detected RPP30 copies). The extraction efficiencies were 63.3 + 13.0% for the top quartile, and 64.1 + 12.2% for the bottom quartile.
This difference was not statistically significant (P=0.1127, unpaired two-tailed t-test). Each box shows the interquartile range, the line across the box denotes the median and the whiskers
extend to the most extreme data points. The individual samples are shown as black dots.



