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Analysis on PAXS8 expression in non-small cell lung cancer tissues and its relationship
with prognosis based on GEO database
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Abstract: Objective To explore expression of paired box gene 8 (PAXS) in cancer tissues of non-small cell lung cancer (NSCLC)
patients and its relationship with prognosis based on Gene expression Omnibus (GEO) database.Methods The online tool Oncomine
was applied to analyze expression of PAX8 in NSCLC and normal lung tissues. Based on GEO database, related chip data (GSE77803)
were downloaded. The gene expression profiles and related clinical data of 156 NSCLC tissues in 156 cases were collected and as-
signed into PAX8 low-expression group (n=78) and PAXS8 high-expression group (n=78) by median method. The relationship between
expression of PAX8 and gender, age, pathological type, T stage, N stage, postoperative recurrence was analyzed. The survival analysis
was applied to analyze relationship between PAXS8 expression and prognosis survival of patients. Gene Ontology (GO) annotations were
applied to analyze PAX8 gene function. The signal pathways that PAX8 might participate in were analyzed by Kyoto Encyclopedia of
Genes and Genomes (KEGG) pathway.Results There were 1 537 samples detected by The Cancer Genome Atlas (TCGA) Lung 2 data-
set, including 390 cases with normal lung tissues, 721 cases with lung cancer tissues, 420 cases with blood and 6 cases with meaning-
less. Compared with normal lung tissues, the level of PAX8 expression was significantly increased in lung adenocarcinoma and lung
squamous carcinoma (P<0.05). Based on GSE77803 (GPL570) dataset analysis in GEO database, the level of PAX8 expression in
NSCLC tissues was related with T stage, N stage and recurrence of patients (P<0.05). Survival analysis showed that overall survival rate
and median survival time of patients with PAXS8 low expression in cancer tissues was significantly higher than those with PAX8 high ex-
pression (52.94%, 54.6 months vs. 34.35%, 48.6 months) (log-rank y*=4.609, P=0.032). The disease-free survival rate and median sur-
vival time of patients with PAXS8 low expression were significantly higher than those with PAX8 high expression (42.50%, 51.7 months
vs. 28.71%,40.8 months) (log-rank x*=5.712, P=0.017).GO annotations and KEGG analysis showed that PAX8 might be involved in sig-

naling pathways which regulated occurrence and development of NSCLC.Conclusion PAXS protein is abnormally highly expressed in



+ 1170 -

% # B 25 Anhui Medical and Pharmaceutical Journal 2021 Jun,25(6)

lung adenocarcinoma and lung squamous carcinoma.The survival rate is higher in NSCLC patients with PAX8 low expression.
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