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Analysis of correlation between topoisomerase II alpha and the prognosis and
immune infiltration in non — small cell lung cancer
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Abstract; Objective To

topoisomerase [[ alpha ( TOP2A) and prognosis and immune infiltration

analyze the
in lung cancer. Methods The expression difference of TOP2A in lung
cancer patients was examined by tumor immune estimation resource
(TIMER) database. The prognostic value of TOP2A in lung cancer was
evaluated using the Kaplan — Meier Plotter and PrognoScan databases.
Additionally, the correlation between immune infiltration related gene
marker sets and TOP2A expression was analyzed by TIMER database.
The gene — gene and protein — protein interactions were determined using
GeneMANIA and STRING for network construction, respectively. The
possible regulatory network of TOP2A was explored by miRWalk and
DIANA - LncBase v2 databases. Results The expression of TOP2A in
lung adenocarcinoma ( LUAD) and squamous cell carcinoma ( LUSC)
was significantly upregulated and high expression of TOP2A was
significantly associated with reduced overall survival, first progression
survival ,and post — progression survival in lung cancer patients. TOP2A

expression was significantly correlated with the infiltration of immune cells
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in lung cancer,including monocytes , neutrophils, tumor — associated macrophages, helper T cells 1, regulatory T cells,

and exhausted T cells. The majority of genes or proteins associated with TOP2A were involved in the regulation of gene

transcription and cell cycle.

An IncRNA ( ENSG00000279978 ) was identified as being related to the progression of

LUAD and LUSC. Conclusion TOP2A is an immune infiltration — related prognostic biomarker for lung cancer and

may serve as a potential therapeutic target.
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0S: Overall survival ; HR : Hazard ratio; FPS ; First progression survival ; PPS; Post progression survival.
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death ligand 1,PD — L1 ) 1] ] 245 55 Jif 98 G 2 97 325 (1) PR
R BEAE B A AR 25T R AEAE NSCLC (1) b3 4o
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iR,

ABFSE 4R 7R : TOP2 A T Jifi 988 & e vp i) 1 XA
FH , HC AT RE A il s 005 AH DG AE bR & . TOP2A
55 iR ) e 92 12 T A G, T RE SE o IR YT H g PR B
T 6 5 0 R B 2 A A R O3 T 1 3R K R B ) A
JEIRIT IR, TOP2 A A OC 1y 5k PR 12 1 o ) 2%
DL}z IncRNA — miRNA — mRNA ¥ % 4% 19 & 3,
R N BB I 9 19 43 ML AR R KBTI IR T R g
RAE T HEMEREE . KRR EHS DR
WEIX 26 B, JF 4R & TOP2 A 72 Jili 96 36 J7 It R 1.
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