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INTRODUCTION

* Esophageal canceris the eighth most frequent and the sixth cancer with the highest mortality rates in the world, and the most frequent histological type
is the Esophageal Squamous Cell Carcinoma (ESCC);

» Themainriskfactorsassociated with ESCC are alcohol and tobacco consumption;

* MicroRNAs (miRNAs) play an important role in the regulation of gene expression and their deregulation has been associated with different types of
cancer, including ESCC;

* Theknowledge about the role of microRNAs in the ESCC carcinogenesisis still limited;

OBIJECTIVE METHODOLOGY

To analyze the impact of miRNA ¢ TheESCC-microRNA expression profiles were obtained from two databases, TCGA (The Cancer Genome Atlas) and GEO (GEO accession: GSE43732; Gene Expression
expression deregulation in ESCC Omnibus);
development and progression. » Diferentially expressed microRNA (DEM) were identified from TCGA and GEO data, using R software with DESeq and Limma packages, respectively. MicroRNAs that
showed the log fold-change < -1 or =1 and ajusted p value <0.05 were considered DEM.
*» Thepredictedtargets genesforthese DEMs were accessed using the miRWalk 2.0 software.
» Targetsthat were differentially expressedin the RNAseqand microarray studies, previously performed by the Molecular Carcinogenesis Program, were selected.
* ROCcurve and Univariate analysis using TCGA and GEO data were performed in the GraphPad Prism

RESULTS

Table 1. DEMs obtained from the TCGA and GEO database simultaneously

Twenty-four Diferentially Expressed MicroRNA (DEM) Table 2: Target genes of DEMs probably involved in ESCC carcinogenesis.
After the R sofware analyzes, 24 DEMs were identified overlapped between the two . ]
databases, 17 up-regulated and 7 down-regulated _ _ _ _ Identification of DEMsTarget Genes Probably Involved
Bayesian hierarchical clustering

In ESCC carcinogenesis

Up-regulated microRNA The 24 selected m'RN%\ expression profiles of paired tissues from 119 ESCC These targets are diferentially expressed in our microarray and RNAseq data.
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Table 3: Univariate survival analysis results using TCGA and GEO sample data. HR: Hazard C : Nc USI : N
ROC curve analysis Ratio; Cl: confidence interval. o . .
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Figure 2. ROC curve of the A. up-regulated miRNAs and B.
down-regulated miRNAs.
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