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INTRODUCTION

e Laryngeal squamous cell carcinoma (LSCC) is one of the most incidence tumors in the world, especially in developing
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countries, such as Brazil;

e The main risk factors for LSCC are tobacco and alcohol consumption and it usually occurs in patients older than 60
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e Similarly to other head and neck tumors, LSCC is a major health problem because of poor prognosis and slight
improvementin the five-year survival during the past four decades;

e |t is necessary to increase knowledge about LSCC molecular alterations aiming to the identification of targets for - D
new therapeuticapproaches o Shpmse

Source: GLOBOCAN 2012 (LARC)

OBIJECTIVE

To develop biomarkers for LSCC prognosis

METHODOLOGY

e Transcriptome analysis was performed in 14 LSCCand 12-matched nonmalignant adjacent mucosa samples using Affymetrix microarray Human Exon 1.0 ST
e Log-rank analyses were carried out in looping across all LSCC-overexpressed genes. DEG with Log-rank p value < 0.05 were selected for validation in an independent sample set, TCGA provisional Data, using clinicand

pathological data for Cox Regression Model.
e TCGA data were used to evaluate the impact of gene expression on the patients survival rate and in the correlation analyses between gene expression and DNA methylation levels.

RESULTS

Bayesian hierarchical clustering of LSCC and Univariate survival analysis using Forest plot showing the result of
nonmalignant samples_accordlng to DEG independent set of samples (TCGA Data) multivariate sur\_nval analysis (Cox
expression Regression Model)

Univariate analysis
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CONCLUSION

With these results, we can conclude that ALCAM expression might be anindependent prognosis biomarker to LSCC patients and it’s expression regulation could be related to DNA methylation
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