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Supplementary Figure. 1. Schematic diagram of the data analysis. 
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Supplementary Figure. 2. Comparison between detection of baseline ctDNA mutations for (a) the largest tumor size (mm) and (b) baseline cfDNA concentration (ng/ml).
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Supplementary Figure. 3. Correlation between tumor burden (defined as the largest target length, mm) and (a) baseline average VAF (%), (b) baseline cfDNA concentration (ng/ml) and (c) VAF (%) x cfDNA conc. (ng/ml).
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Supplementary Figure. 4. Clinical significance of the mutations which were newly detected at disease progression by using annotation from the ClinVar database
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r= 0.61, p< 0.001
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r= 0.42, p< 0.001
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r= 0.34, p= 0.003

B

a

s

e

l

i

n

e

 

V

A

F

 

x

 

c

f

D

N

A

c

o

n

c

.

The largest tumor size (mm)


