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Bioinformatics Analysis of the Expression and Significance of TLCD1 in Hepatocellular Carcinoma
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Abstract : Objective To analyze the expression and clinical value of TLCDI1 in hepatocellular carcinoma (HCC) based on bioinformatics.
Methods The expression of TLCDImRNA in HCC tissues and normal tissues was analyzed by TIMER2.0, GEPIA and UALCAN databases. The
relationship between TLCD1 mRNA and clinicopathological parameters of HCC was further analyzed using the UALCAN database. Kaplan —
MeierPlotter database and GEPIA database were used to analyze the effect of TLCD1 mRNA expression on the prognosis of HCC patients. The co—
expressed genes of TLCD1 in HCC were explored by LinkedOmics database, and pathway analysis was performed.Results The expression of TLCD1
mRNA in HCC tissues was higher than that in normal tissues, and the expression level of TLCD1 mRNA was higher in Asian, TP53 mutant, poorly
differentiated or undifferentiated HCC tissues (P<0.05). Survival analysis showed that the overall survival, recurrence—free survival, progression—free
survival, disease —specific survival and disease —free survival of HCC patients with high expression of TLCD1 mRNA were poor (P<0.05). Co—
expression analysis showed that TLCD1 may be related to ribosome, oxidative phosphorylation, spliceosome, proteasome, RNA transport, purine
metabolism and other signaling pathways.Conclusion In HCC tissues the expression of TLCD1 mRNA is increased, and the prognosis of HCC
patients with high expression of TLCD1 is poor, which may become a new therapeutic target for HCC.
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