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[ Abstract] Objective To investigate the specific mechanisms of long non-coding RNA ZMIZ1-AS1 ( LncRNA-ZMIZ1-AS1)
regulating cell growth, invasion and biological behavior in hepatocellular carcinoma ( HCC). Methods This study used bioinformatics
analysis combined with GEO and TCGA data to analyze the relationship between LncRNA-ZMIZ1-AS1 and the clinical prognosis of
HCC patients. Molecular biology experiments such as real-time PCR and Western blotting as well as cell viability analysis, flow cytom-
etry and other technologies were used to explore the effects of knocking down LncRNA-ZMIZ1-AS1 on HCC cell proliferation, migra-
tion, invasion and apoptosis. Results LncRNA-ZMIZ1-AS1 was highly expressed in HCC patients. It was significantly associated with
clinical characteristics such as gender and clinical stage. Knockdown of LncRNA-ZMIZ1-AS1 notably inhibited HCC cell proliferation,
migration and invasion. It also increased apoptosis rates. Additionally, GSEA analysis showed a potential association between high Ln-
cRNA-ZMIZ1-AS]1 expression and the NOTCH signaling pathway. Conclusions The high expression of LncRNA-ZMIZ1-ASI in HCC
likely promotes malignant phenotypes by regulating signaling pathways such as NOTCH. This finding underscores its potential as a bio-
marker for HCC. It provides a theoretical basis for further research on its molecular mechanisms and clinical applications in liver canc-
er.
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