Supplementary Methods
2.1 Collection of specimens
We recruited 10 healthy individuals and 20 lung cancer patients and collected fresh peripheral blood from each enrolled individual before clinical treatment. The study was reviewed and approved by the Ethics Committee of the Sixth People's Hospital of Chengdu and was carried out in accordance with the World Medical Association Declaration of Helsinki Ethical Principles for Medical Research. All subjects provided written informed consent.

2.2 Generation and normalization of RNA-sequencing data
[bookmark: _GoBack]We extracted total RNA from peripheral blood. Eligible libraries were prepared from qualified samples using a NEBNext® Ultra™ RNA Library Prep Kit (New England Biolabs, Ipswich, MA, UK) and sequenced on the Illumina HiSeq 4000 platform. Paired-end reads (150 bp) were mapped to the human reference genome (GRCh38). Transcript abundances were summarized at the gene level with tximport and were normalized based on transcripts-per-million (TPM).
