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.
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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.
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Figure S3. ceRNA network of ARHGEF26-ASI1. 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.

e MSMO1 ACVRIBTMEM108 AHNAK pagpcy =
VEGFA
NFE2L2
mest
ANKRD46
KPNA2
KIF23
TGOLN2 7
A4 hsa-miR#20b-5p hsa-mif17-5p ..
YWHAH
NFATS hsa- WB_SF’)
MIDN =
PBXIP1
LRRTM1
KDM2A 97 ¢
Yob1 hsa-mi*@a-:ip
-
COL4A3BP 5 ’ NN
FAM2228
MORF4L1
REEP3
@ hsa-miR#83a-5p X , KK A \
TBLIXR1 \ A\
N ‘ ARHGEF26-AS1
SEMA4C i
RAB1A
hsa-mighgas-50
MKNK2 Y
SERF1A
MAP1B
ONECUT2
L4 hsa-miR=423-3p
DICERT |
NABP1
SOD2 y
DUSP1E hsa-v‘?ép hsa-|
Tep1 .
hsa-miRs(08-5p.
SPOPL
MINDY2
PCGF3
WEE1
ceRs?
EIF2D
‘SH2B3
DCP1A
MAPKS

ABHD13
BCL2L11 TGFBR2
CBX5S HeLz pLPPR1 NHLRC3

iL28
ALDH1A1
ABT1
TFAP2B
PEG10
ACTG1
CSNK1A1
MLLT3
~—BTG2
ETF1
b MGAT4A
hsa-miR=124-3p
TMEDS
HECTD2
ARLBB
ATL3
hsa-lgtarf-5p =
R
Y BEX3
NAP1L1
SDHD
‘SMNDC1
F3
hsa-lefffe-5p
! 2ZFYVES
'VAMP3
THBS1
CNKSR2
J SERF1B
hsa-lefffa-5p
S HCCs
'PPPIRiSB
N ACTB
¢ GCG
XK
N\ / FAM120A
hsa-n‘)&-Sp
7 PAN3
MARCHF6
NUFIP2
7/ [ KPNAS
3-5p \
GPBP1
CANX
ZNF281
ZFYVES
TXNIP
GNG5
KITLG



Figure S4. Validation of 4-cuproptosis-related long non-coding RNA expression in lung adenocarcinoma cell lines. Expression
normalized to [3-actin using the 2244 method. Data represent the mean + SEM (n=3 technical replicates; Student's t-test).

AC026355.2 expression

2.5+

2.0+

1.5+

1.0

0.5

0.0-

P=0.002

BEAS-2B A549

AP000695.1 expression

2.5+

2.0

1.5

1.0

0.5+

0.0-

P=0.026

BEAS-2B A549

AP005137.2 expression

4

P=0.005
1

BEAS-2B A549

ARHGEF26-AS1 expression

1.5+

1.0

0.5+

0.0-

P=0.035

BEAS-2B A549



