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Supplemental Figure S7. NovaSeq cfDNA fragmentation length distribution and derived tumor
fraction from NMF. (A) cfDNA fragmentation length profiles for each sample, categorized by sample
type. HC, healthy controls; OVCA, ovarian carcinoma; GCT, granulosa cell tumor; EAC, esophageal ade-
nocarcinoma. The profiles display the distribution of cfDNA fragment sizes ranging from 30-400 base
pairs (bp). (B) Normalized non-negative matrix factorization (NMF)-derived tumor fraction (TF) for each
sample. Each bar represents the proportion of the tumor-derived cfDNA component relative to the total
cfDNA, with TF values annotated to the right of each bar. (C) cfDNA fragmentation length compared to 2
signatures derived from Renaud et al. 2022. Signature 1, predominantly observed in healthy individuals,
indicated in gray, and Signature 2, indicative of tumor-derived cfDNA, indicated in red. Blue lines repre-
sent. Green lines represent observations through NovaSeq in the cfDNA.




