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Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

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

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

the accession IDs PDC000500, PDC000501, and PDC000502, as well as in K-BDS (Korea BioData Station, https://kbds.re.kr) with the accession IDs KAP503860,
KAP504787, and KAP504788.

Now, we are uploading data in EGA (for genomics and transcriptomics), JPOST and PRIDE (for proteomics).

This study does not involve human participants directly. Instead, we utilize samples from a biobank, which were obtained
with appropriate IRB approval. Therefore, there are no issues related to "Human participants, their data, or biological
material."

Also our analysis was aimed at identifying and characterizing subtypes of NSCLC, we did not differentiate by sex in this study.

This study does not involve human participants directly. Instead, we utilize samples from a biobank, which were obtained
with appropriate IRB approval. Therefore, there are no issues related to "Human participants, their data, or biological
material."

Also our analysis was aimed at identifying and characterizing subtypes of NSCLC, we did not differentiate by race, ethnicity, or
other socially relevant groupings in this study. In our study, we collected samples from Korean patients with non-small cell
lung cancer. The analyses were not performed on other race, ethnicity, or other socially relevant groupings.

Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic 
information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study 
design questions and have nothing to add here, write "See above."

Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and 
how these are likely to impact results.

Identify the organization(s) that approved the study protocol.

We finalized the number of available samples as described below.

Tumors and normal tissues adjacent to the tumor (NAT) were harvested under the Clinical Proteomic Tumor Analysis Consortium (CPTAC)
guidelines from Asan Medical Center, Korea, with the approval of the Institutional Review Board of Asan Medical Center (Approval number:
2019-1210). In brief, we retrieved the 408 NSCLC cases whose cold ischemic time of fresh frozen tumor and NAT tissue sample was less than
15 minutes from the NSCLC cases of the bioresource center of Asan Medical Center deposited from January 2010 to March 2019. To
investigate the impact of proteogenomic findings on post-operative therapy and metastasis, we preferentially selected 137 NSCLC patients
showing lymph node metastasis at the pathologic examination of resection specimens. We further included 113 cases with absent lymph
node metastasis at the time of surgical resection. With the further exclusion of 21 cases showing inadequate nucleic acid quality metrics, 229
patients were finally enrolled in the study.

See above "Sample size" section.

Describe the measures taken to verify the reproducibility of the experimental findings. If all attempts at replication were successful, confirm this 
OR if there are any findings that were not replicated or cannot be reproduced, note this and describe why.

In our study, we grouped patients based on a clinical diagnosis and the multi omics data produced.

In our study, blinding was not relevant as we were performing multi omics data-based patient classification.




