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Note that full information on the approval of the study protocol must also be provided in the manuscript.

Technology of the People’s Republic of China. The raw sequencing data contain information unique to individuals and are available under controlled access. Access
to the data can be requested by completing the application form via GSA-Human System and is granted by the corresponding Data Access Committee. Additional
guidance can be found at the GSA-Human System website [https://ngdc.cncb.ac.cn/gsa-human/document/GSA-Human_Request_Guide_for_Users_us.pdf]. Data
used for survival analysis and joint model construction and evaluation are publicly available at https://github.com/cancer-oncogenomics/ctDNA-dynamic-prediction-
lung-cancer. All specific mutation genomic locations and allele frequencies are available in Supplementary Data 2. Source data are provided with this paper.

This study included 397 plasma samples from 103 patients with resectable NSCLC. Sample size was not predetermined based on statistical
methods, but was chosen on the basis of prior studies that showed significant effects with similar sample sizes (Abbosh, Christopher, et al.
Nature 545.7655 (2017): 446-451; Chaudhuri, Aadel A., et al. Cancer discovery 7.12 (2017): 1394-1403.).

13 patients who lost to follow up, withdrew consent, and with SCLC or with non-cancer causes of death were excluded.

This study is a cohort study and therefore is not applicable for experimental replication.

There is no randomization as part of this study. Patients were enrolled based on their cancer types and were not allocated into experimental
groups.

Investigators who collected and processed samples were blinded to survival outcomes while conducting the ctDNA measurements. Blinding
was not applicable for analyses involving comparison of patient groups based on their clinical outcomes.

Median age: 64 yeas (range from 38 to 82). Sex: 35% females. Smoking status: 59% smoking.

Patients in this study were recruited at the Cancer Hospital of Chinese Academy of Medical Sciences from 2018 to 2020
(ChiCTR1900024656). Patients who were aged at >=18 years old (including both males and females) and with resectable
non-small cell lung cancer confirmed by histology and/or cytology were included. Potential self-selection bias or other biases
were not identified.

The study was approved by the Ethics Committee of Cancer Hospital, Chinese Academy of Medical Sciences and Peking Union
Medical College. All patients provided oral and written informed consent.




