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Exploring prognostic and predictive biomarkers in lung adenocarcinoma.
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In this study, we investigated the function of NECTIN2 in LUAD using both
TCGA dataset and clinical samples from 105 surgically resected LUAD patients. Additionally, we
conducted functional assays using human lung adenocarcinoma cell lines to explore cell
proliferation, apoptosis, migration, and invasion. Our analysis revealed a correlation between high
NECTIN2 expression and reduced overall survival in LUAD patients according to the TCGA database. In
clinical samples, high NECTIN2 expression was associated with lower recurrence-free survival in all
patients and those in stage I. Functional studies demonstrated that NECTIN2 knockout promoted cell
apoptosis and hindered cell proliferation and migration capabilities. However, NECTIN2
overexpression did not significantly alter cellular functions. In conclusion, High NECTIN2
expression in LUAD was found to be associated with postoperative recurrence, and was observed to
play an important role in cell apoptosis and migration.
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