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Classification of detected variants

W Benign 1.2%

M Likely Benign 7.6%

OlLikely Pathogenic 15.4%
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[ Uncertain Significance 73.3%

Figure S1A: Classification of called variants in cfDNA according to their known functional impact

Variation type

M Deletion 11.0%

M insertion 5.5%

W snv53.2%

[ Substitution 30.3%

Figure S1B: Classification of called variants in cfDNA according to variation type
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Figure S2: Frequency of pathogenic and likely pathogenic variants per sequence range for the top

15 genes



