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Abstract: Objective To investigate the expression of long non-coding RNA (LncRNA)-LINC00857 and
annexin A1l (ANXA1) mRNA in oral squamous cell carcinoma (OSCC) tissues and their relationship with
patient prognosis. Methods From March 2018 to January 2021, 127 OSCC patients admitted to Qingdao
Eighth People’s Hospital were selected. Cancer tissues and adjacent tissues obtained from surgical resection
were used to detect the expression of LncRNA-LINC00857 and ANXA1 mRNA by real-time fluorescence
quantitative PCR. The differences in the expression of LncRNA-LINC00857 and ANXA1 mRNA in cancer tis-
sues with different clinical pathological characteristics were compared. The survival curves of OSCC patients
with different LncRNA-LINC00857 and ANXA]1 expression were plotted using Kaplan-Meier. Univariate and
multivariate COX risk ratio regression analyses were performed to identify the factors affecting the survival of
OSCC patients. Results The expressions of LncRNA-LINC00857 and ANXA1l mRNA in the cancer tissues
of OSCC patients were higher than those in the adjacent tissues (P <C0. 05). The expression of LncRNA-
LINC00857 and ANXAI11l mRNA in the cancer tissues of OSCC patients was positively correlated (=0. 570,
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P<C0.001). The expressions of LncRNA-LINC00857 and ANXA11 mRNA in the cancer tissues of OSCC pa-
tients with an invasion depth == 1 mm, low differentiation, TNM stage [l , and lymph node metastasis were
higher than those in the cancer tissues of OSCC patients with an invasion depth << 1 mm, moderate to high
differentiation, TNM stage I + Il ,and no lymph node metastasis (P<C0. 05). At the end of the 3-year follow-
up,2 cases were lost to follow-up and 37 cases died. The 3-year OS rate of OSCC patients with high expression
of LncRNA-LINC00857 and ANXAIl mRNA was lower than that of patients with low expression (P <
0.05). TNM stage [ll .lymph node metastasis, high expression of LncRNA-LINC00857,and high expression of
ANXAI11l mRNA were risk factors for death within 3 years of follow-up for OSCC patients (P<C0. 05). Con-

clusion

The up-regulated expression of LncRNA-LINC00857 and ANXA1l mRNA in OSCC tissues is associ-

ated with malignant clinicopathological features and poor prognosis of patients.
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