
Peak table for sample 7  :  5

Peak Size [bp] Conc. [pg/µl] Molarity [pmol/l] Observations

2 258 8,105.07 47,682.7

3 421 255.60 920.1

Region table for sample 7  :  5

From
[bp]

To [bp] Corr.
Area

% of
Total

Average Size
[bp]

Size distribution in
CV [%]

Conc.
[pg/µl]

Molarity
[pmol/l]

Co
lor

200 1,000 2,066.5 94 303 32.0 8,551.31 46,368.3

5

Overall Results for sample 7  :  5

Number of peaks found: 2

Noise: 0.2

Corr. Area 1: 2,066.5
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Supplementary Figure 1. Size distribution of cfDNA library of cell supernatant (a) 
               and intracellular MNase-digestion genome DNA library (b).
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Supplementary Figure 2. PCA analysis of genome-wide cfDNA-seq signal from 6 breast 
                                 cancer patients (3 biological replicates per sample).
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Supplementary Figure 3. Heatmap of different TSS region coverage between early stage (T1 and T2) patients and late stage (T3 and T4) 
                                patients (a), and between early stage (I and II) patients and late stage (III and IV) patients (b).
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Supplementary Figure 4. Heatmap of different TSS region coverage between ER+ and ER- (a), different molecular subtypes (b, c), and 
                                                                                 luminal A and triple negative subtype (d).
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R-HSA-72689: Formation of a pool of free 40S subunits
GO:0000077: DNA damage checkpoint
GO:0051345: positive regulation of hydrolase activity
GO:0022412: cellular process involved in reproduction in multicellular organism
hsa04120: Ubiquitin mediated proteolysis
GO:0043900: regulation of multi-organism process
GO:1902017: regulation of cilium assembly
R-HSA-168928: DDX58/IFIH1-mediated induction of interferon-alpha/beta
GO:0045787: positive regulation of cell cycle
M277: PID INTEGRIN A4B1 PATHWAY
GO:0060292: long-term synaptic depression
GO:0051017: actin filament bundle assembly
R-HSA-8943724: Regulation of PTEN gene transcription
GO:0090196: regulation of chemokine secretion
GO:0070212: protein poly-ADP-ribosylation

Supplementary Figure 5. The top 15 pathways between patients with pCR and npCR.



Supplementary Data Set
Supplementary Tables 1-8 could be found in Supplementary data.


