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CPB, carbopla n, paclitaxel, and bevacizumabCP,  carbopla n and paclitaxel



Figure 5S.

C,
 

Whole-genome CNV landscape of 12 baseline cfDNA samples from non-squamous
Top track shows CNV regions of significantly

 
  high frequency (q-value <0.05%). Bottom tracks show the CNV pattern of each sample.      

Heatmap density represents CNV log2 ratios between cfDNA sample and the normal
reference, ranging between -0.5 to 0.5. D, Tumor fraction of all baseline cfDNA of squamous
(n = 152) and non-squamous (n = 73) NSCLC patients.

0 20 40 60

Samples affected

TFx 
 10%

AM
P

G
AIN

Shallow
 D

eletion

%GC > 2 34 %

SO X2 24 %

PIK 3 C A 22 %

R A SS F1 29 %

V E GFB 20 %

FH IT 14 %

MY C 12 %

T E R T 12 %

FGFR 1 12 %

BR C A 2 12 %

R B1 12 %

FGF1 0 11 %

PT E N 11 %

T P5 3 11 %

CC N D 1 9 %

SE T D B1 9 %

BC L 11 A 8 %

E GFR 8 %

MY C L 8 %

BC L 2 7 %

MY C N 7 %

ME T 5 %

C D K N 2 A 4 %

C D K N 2 B 4 %

V E GFA 4 %

CC N E 1 3 %

Genetic A lter ation Amplification Gain Dee p Deletion Shallow Deletion

T Fx # 10 %

SOX2

PIK3CA

MYC

FGFR1

RASSF1

CCND1

TP53

FHIT

RB1

BCL11A

TERT

BRCA2

PTEN

EGFR

MET

MY C L

BC L 2

CC N E 1

SE T D B1

C D K N 2 A

C D K N 2 B

V E GFA

28 %

25 %

20 %

15 %

13 %

12 %

11 %

11 %

9 %

9 %

8 %

8 %

7 %

7 %

6 %

6 %

7 %

5 %

5 %

5 %

4 %

4 %

3 %

Genetic A lter ation Amplification Gain Dee p Deletion Shallow Deletion mRNA Upregulation

TFx ≥ 10% High gain Gain Loss

TFx ≥ 10%

E, CNV frequency in squamous
baseline cfDNA of genes know to be associated with NSCLC.

REMARK diagram detailing patient cohorts with evaluable baseline cfDNA used in the
survival analysis for the A, squamous and B, non-squamous populations.

E

NSCLC patients with tumor fraction > 10%. 


