SUPPLEMENTARY FIGURES

A wilcox.tests p=0.072

5.04

AURKB Expression

4.04

ns

4
Case

T
Control

C  wilcox.tests p=0.00012

—0.64

Angiogenesis Score
-
:

Ak

T
Case

B Kruskal-Wallis test p=0.043

ns
1
ns
5.54 1
*
I 1
- f
S 504 )
o z 5.0 Group
rou| =
P & - Control
‘ Case Lﬁ
m $ Stage I
$ Control é
g - >=Stage I
< 4.5
4.0+
T T T
Control Stage 1 >=Stage Il

5.0
c
2
Group g
BH coc 8461
ﬁ Control g
4
19
2
4.2
3.8

?Pearson= 0.52
p =<0.001 ® °
Q

14 1.2 -1.0 -0.8
Angiogenesis Score

Supplementary Figure 1. The potential of AURKB as a marker in serum samples. (A) The expression of AURKB in tumor serum
samples and normal serum samples. (B) The expression of AURKB in normal samples, early and advanced samples. (C) The angiogenesis
factor scores between tumor and normal samples; (D) The correlation between AURKB expression and angiogenesis factor score.
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Supplementary Figure 2. The relationship between AURKB-associated miRNAs, signaling pathways and EGFR pathways.
(A) The expression of AURKB-associated signaling pathways and the EGFR pathway. (B) AURKB-associated miRNAs expression is associated
with EGFR pathways.
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Supplementary Figure 3. Manipulation of AURKB in lung adenocarcinoma cell lines. (A) Western blotting of AURKB in A549,
H1299, PC9, and H1975 cell lines, GAPDH as a internal control. (B) Western blotting of AURKB in PC9 shev, PC9 shAURKB, H1975 ev, and
H1975 ov cell lines, beta-actin as a internal control. (C) Relative mRNA levels of AURKB in PC9 shev and PC9 shAURKB (AURKB knockdown)
cells (left panel) and 1975 ev and 1975 ov (AURKB overexpression) cells (right panel) constructed using lentivirus, beta-actin served as a
internal control (2722¢T method, p<0.001, ***; p<0.0001, ****),
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Supplementary Figure 4. Comparison of the distribution of AURKB-associated mRNAs, miRNAs, and methylation in
smokers and non-smokers. The intersection of differentially expressed mRNAs (left panel), miRNAs (middle panel), and
differentially methylated genes (right panel) between AURKB"&" and AURKB'®* groups in smokers and non-smokers.
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