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Supplementary Table Legends 
Table S1. List of resources and reagents used in the study. 

Table S2. Confusion matrixes of the MRD test results and clinical end points with related 
statistics in the measured time-points on-therapy. 

Table S3. Cox regression univariable models according to on-therapy ctDNA risk factors. 

Table S4A-B. Sequencing metrics and measurable residual disease assessments of the 
study samples.  

 

Supplementary Figure Legends and Figures 
Figure S1. Prognostic significance of circulating tumor DNA (ctDNA) detection in serial 

samples collected during chemoimmunotherapy. 

A) Kaplan-Meier (KM) survival estimates for progression-free survival (PFS) 

according to presence of measurable residual disease (MRD) after two cycles of 

therapy. 

B) KM survival estimates for PFS among evaluable MRDCYC2+ patients according to 

MRD after four cycles (n=27) 

C) KM survival estimates for PFS according to EOT MRD. 

D) Sankey plot of study patients at EOT according to Deauville scores, MRDEOT and 

relapse status on follow-up (FU). Numbers in bold indicate the number of patients 

per group. 

E) KM survival estimates for PFS according to EOT MRD among the patients with 

complete metabolic response (Deauville score [D-S] 1-3). 

F) KM survival estimates for PFS according to EOT MRD among the patients with 

incomplete metabolic response (D-S 4-5). 

G) Sankey plot of the study patients at EOT according to radiotherapy (RT) 

administration status, RT indications, MRDEOT and relapse status on FU. Numbers 

in bold indicate the number of patients per group. 

 



Figure S1.
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