
Figure S1. (A-C) Kaplan-Meier curves for the disease-free survival, disease-specific survival and progression-free survival in 
high- and low-risk groups.



Figure S2. Kaplan-Meier overall survival curves for high- and low-risk patient groups, stratified based on TNM classification 
within The Cancer Genome Atlas cohort.



Figure S3. ceRNA network of ARHGEF26-AS1. The ceRNA network depicts the interactions among ARHGEF26-AS1, miRNAs 
and mRNA targets. Nodes represent RNAs (long non-coding RNA, miRNAs and mRNAs), and edges indicate predicted or 
validated interactions. The network was constructed using (Diana tool, StarBase, miRanda) with cutoff criteria of (P<0.05, 
score >0.8). ceRNA, competing endogenous RNA; miRNA, microRNA.



Figure S4. Validation of 4-cuproptosis-related long non-coding RNA expression in lung adenocarcinoma cell lines. Expression 
normalized to β-actin using the 2-ΔΔCq method. Data represent the mean ± SEM (n=3 technical replicates; Student's t-test).


