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A Model of Three miRNA on the Prognosis Prediction of Hepatocellular Carcinoma
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Abstract: Objective To construct a miRNA prognostic model by TCGA database to predict the prognosis of liver cancer.Methods The expression
data of miRNA and mRNA were analyzed and standardized by edgeR software package, and they were divided into two groups combined with survival
rate. Single—factor and multi—factor Cox regression analysis was used to construct three miRNAs related to significant differences in overall survival
rate, and ROC curve was used to evaluate their reliability. The target genes of miRNA were screened from miRDB, TargetScan and miRTarBase
databases, and the related mechanism was explored by GO and KEGG. The top 10 central genes were screened using Cytoscape 3.7.2 and String
databases.Results A total of 47 target genes were found to be significantly associated with survival and prognosis. ROC curve showed that the AUC of
the three groups were 0.789, 0.730 and 0.763, respectively, indicating the ability of the model to predict the prognosis of HCC patients. Regression
analysis showed that the model could independently affect the prognosis of tumors, including T staging, clinical staging and distant metastasis.
Conclusion The biological analysis models of hsa—miR-3682-3p, hsa—miR-9-5p and hsa—miR-139-5p can predict the prognosis of HCC patients

and can be used as independent prognostic factors in HCC.
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F1 BERMZEREEFSTHERRIZ mRNA

id BRI 3B Z N BE 7B
HR HR.95L HR.95H p coef HR HR.95L HR.95H P

hsa-miR-139-3p 0.731 0.617 0.866 0.000
hsa—miR-101-3p 0.707 0.554 0.902 0.005
hsa—miR-1180-3p 1.326 1.074 1.637 0.009

hsa-miR-9-5p 1.134 1.024 1.255 0.015 0.093 1.097 0.987 1.221 0.047
hsa—miR-3682-3p 1.451 1.123 1.874 0.004 0.272 1.312 1.014 1.699 0.039
hsa—miR-139-5p 0.689 0.583 0.815 0.000 -0.333 0.717 0.600 0.856 0.000

hsa—miR-9-3p 1.145 1.016 1.290 0.026

hsa-miR-6844 1.358 1.048 1.759 0.021
hsa-miR-3691-5p 1.313 1.006 1.715 0.045
hsa—miR-3677-3p 1.428 1.142 1.785 0.002
hsa—miR-301a-3p 1.331 1.054 1.681 0.017
hsa-miR-3127-5p 1.331 1.014 1.746 0.039
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R 2 IEAREHERN B E R Z EZ D IF5 4
I PRAFAE PR ZE Cox [T HT ZH 2 Cox [MIF5Hr
HR HR.95L HR.95H P value HR HR.95L HR.95H P value
Age (continuous variable ) 1.006 0.988 0.538
Gender (male vs. female) 0.776 0.483 0.295
Grade 0.989 0.727 0.944
Clinical stage (I+IV vs. 1+1I) 1.864 1.452 0.000 1.014 0.393 2.620 0.977
T stage (Tay vs. Tipn) 1.804 1.431 0.000 1.625 0.697 3.788 0.260
M (M, vs. M) 3.970 1.245 12.666 0.020 1.014 0.265 3.881 0.984
N (N, vs. Np) 2.095 0.512 0.304
Three-miRNA signature 1.904 1.511 0.000 1.635 1.281 2.088 0.000
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