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Abstract : Cervical squamous cell carcinoma( CESC) seriously harms women’s health worldwide. Therefore, it is of great
value to find new diagnostic and prognostic factors to improve the prevention and treatment of CESC. To further screen
out effectively biomarkers for promoting the diagnosis and prognosis of CESC patients, it was here systematically investi-
gated the expression landscapes of IncRNAs, miRNAs and mRNAs from The Cancer Genome Atlas (TCGA). In this
work , it was firstly identified 25 IncRNAs, 14 miRNAs and 371 genes associated with CESC patients’ survival. Secondly,
it constructed a survival-related IncRNA-miRNA-mRNA ceRNA network. Thirdly, it was discovered that 2 IncRNAs
(TP73-AS1 and CASC15),3 miRNAs ( hsa-MiR-142-3p, hsa-MiR-128-3p and hsa-MiR-642a-5p) could be used as
promising diagnostic and prognostic biomarkers for CESC, in particular highly expressed TP73-AS1 and CASCI15 could
act as poor prognostic factors, whereas highly expressed hsa-MiR-142-3p, hsa-MiR-128-3p and hsa-MiR-642a-5p could
serve as good prognostic factors for the survival of CESC patients. Finally,our results demonstrated that a signature con-
taining TP73-AS1, CASC15, hsa-MiR-142-3p, hsa-MiR-128-3p and hsa-MiR-642a-5p could significantly facilitate the
prognosis and credibility of CESC patients. Taken together, our present study identified several novel diagnostic and prog-
nostic factors for CESC patients, and revealed a potential mechanism of facilitating the survival of CESC patients.
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Fig. 1 Volcano plot of differentially expressed genes
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Fig.2 Forest plots of hazard ratios( HR) of survival-related miRNAs and ceRNA networks related to prognosis
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Fig. 3 Kaplan Meier survival based on the expression level of ncRNAs and mRNAs
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Table 1 Univariate and multivariate Cox regression analysis of the survival for clinical factors
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Univariate analysis Multivariate analysis
Variables

Hazard ratio(95%CI) P-value Hazard ratio(95%CI) P-value
Histologic grade 0.809(0.416~1.575) 0.533 0.709(0.349~1.442) 0.342
Pathologic stage 1.999(0.941~4.246) 0.714 2.360(0.423~7.834) 0.161
Tumor burden 34.500(13.110~90.780) <0.001 21.554(8.047~57.732) <0.001
Tumor stage 4.237(1.992~9.015) <0.001 2.062(0.666~6.380) 0.209
The five-ncRNA signature 7.926(3.402~18.470) <0.001 4.614(1.731~12.299) 0.002
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