Figure S1. SERPINA3 distinguishes malignant from benign lung lesions. (A and B) Detection of AACT expression level by WB
and statistical analysis. At serological level, it was found that the SERPINA3 expressions in sera were also decreased in 179
patients with malignant lung lesions compared to 64 patients of benign lung lesions by WB, which could significantly distinguish
malignant from benign lung lesions. C represents the loading control sample in each gel. (C) ROC analysis of the diagnostic
performance of AACT in distinguishing malignant from benign lung lesions. ROC curve was constructed and showed that the
AUC value was 0.806, and the sensitivity was 73.4% at a specificity of 72.6%, indicating that SERPINA3 could be used as a
promising biomarker for the diagnosis of benign samples and malignant lung lesions. All data were expressed as the mean + SD.
“*P<0.0001. SERPINA3, serpin family A member 3; WB, western blotting; ROC, receiver operator characteristic; AUC, area
under the curve.
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Figure S2. Prediction of miRNA targets using TargetScan Human. miRNA, microRNA; UTR, untranslated region.
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Figure S3. Detection of the SERPINA3 overexpression in A549,
H157 and H1437 cells by reverse transcription-quantitative
PCR. ""P<0.001 and “*"P<0.0001. SERPINA3, serpin family
A member 3.
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Figure S4. SPOP expression and correlation analysis in lung cancer. (A) SPOP expression in LUSC. (B and C) SPOP expression
was associated with tumor stage in (B) LUAD and (C) LUSC. (D and E) SPOP expression was associated with immune subtype
in (D) LUAD and (E) LUSC. SPOP, speckle-type POZ protein; LUAD, lung adenocarcinoma; LUSC, lung squamous cell
carcinoma; C1, wound healing; C2, IFN-gamma dominant; C3, inflammatory; C4, lymphocyte-depleted; C6, TGF-b dominant.
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