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with invasion and metastasis associated genes and prognostic significance”
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Abstract:Objective To explore the expression of long non-coding RNA translation regulation long non
coding RNA 1(TRERNA1) and fork box [.1 (FOXL1) in non-small cell lung cancer (NSCLC) ,and to analyze
the relationship between these two and genes related to invasion and metastasis,as well as their prognostic
significance. Methods A total of 138 NSCLC patients who admitted in the hospital from February 2020 to
February 2022 were selected as the research subjects. Real-time fluorescent quantitative PCR (qPCR) was
used to detect the expression levels of LncRNA TRERNAI1,FOXIL1I mRNA,and invasion and metastasis-re-
lated genes [ Snail,N-cadherin (N-cad) ,and E-cadherin (E-cad) ] in the tissues. Kaplan-Meier survival curves
were drawn,and the Cox regression model was used to analyze the influencing factors of the survival prognosis
of NSCLC patients. Results Compared with the adjacent tissues, the expression levels of LncRNA TRER-
NA1,FOXL1 mRNA,Snail mRNA ,and N-cad mRNA in NSCLC cancer tissues were higher,while the expres-
sion level of E-cad mRNA was lower. The differences were statistically significant (P <C0. 05). The expres-
sions of LncRNA TRERNA1,FOXL1 mRNA,and Snail mRNA,N-cad mRNA in NSCLC tissues were posi-
tively correlated (+=0.667,0. 702,0. 689,0. 774, all P<0. 05),and negatively correlated with E-cad mRNA
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expression (r=—0.,711,—0. 684,both P<C0. 05). The expression of LncRNA TRERNA1 and FOXL1 mRNA
in NSCLC tissues was positively correlated (¥ =0. 631, P<C0. 05). In patients with TNM stage [l A and lymph
node metastasis,the expression levels of LncRNA TRERNAI and FOXL1 mRNA in cancer tissues were high-
er than those in patients with TNM stages I — [ and without lymph node metastasis, and the differences
were statistically significant (P <C0. 05). The 3-year overall survival rates of patients in the high-expression
group of LncRNA TRERNA1 and FOXIL.1 mRNA and those in the low-expression group of LncRNA TRER-
NA1 and FOXL1 mRNA were lowersand the differences were statistically significant (Log-Rank X*=16. 530,
14. 320,both P<C0. 001). LncRNA TRERNAI1 high expression, FOXL1 mRNA high expression, TNM stage
[T A and lymph node metastasis were risk factors affecting the prognosis of NSCLC patients (P <C0. 05). Con-
clusion The expressions of LncRNA TRERNAI1 and FOXLI1 are up-regulated in NSCLC tissues, which are

related to the expression of invasion and metastasis related genes, involved in the tumor progression of

NSCLC,and are the prognostic markers of NSCLC.
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