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[ Abstract ]

mortality, and poor prognosis. There are two main pathological types of esophageal cancer: squamous cell

Esophageal cancer is a common malignant digestive tract tumors, with high morbidity and

carcinoma and adenocarcinoma. Adenocarcinoma is the main pathological type in Western countries, while
esophageal squamous cell carcinoma (ESCC) is the main pathological type in China. Due to the atypical early
symptoms and lack of specific tumor markers in the early stage, many patients are diagnosed in the middle
and late stages, and the treatment effect is poor, resulting in a very low five —year survival rate.Long non-
coding RNA (LncRNA ) is closely related to the occurrence and development of esophageal cancer. Therefore,
it is urgent for us to explore the role of LncRNA in esophageal cancer and develop more therapeutic targets to
improve its five—year survival rate. Based on this, this article focuses on the mechanism of LncRNA in ESCC,
clarify how it regulates the occurrence and development of ESCC, explore its potential clinical value as a
diagnostic and prognostic biomarker, and provide ideas for clinical treatment.
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