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INTRODUCTION METHODOLOGY

Gastric cancer (GC) is the forth most common cancer in the world. This neoplasia is a multifactorial disease comprehending .
lifestyle, aging, genetic, socioeconomic and biological factors including Helicobacter pylori that have been attributed in 80% oﬂzrtl;:n e;l::ftli]:m Digestion 2DNanoLC
of the cases. According to Lauren classification the gastric adenocarcinoma presents two types: intestinal and diffuse. - |
Innovative technologies have been used to identify alterations in gastric cancer cell biology. Genetic abnormalities, such as
aberrant genes copy number variation and noncoding RNAs were identified as possible biomarkers. However, the
molecular mechanisms leading to gastric cancer and its progression are not clearly understood. Currently, there are serum
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biomarkers for GC diagnosis, however, these markers are not sensible or specific enough. Thus, proteomic approaches are . LNy EEIE e
promising tool in investigation and identification of biomarkers, contributing to a better understanding and management R e SR
of this pathology. | e
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The aim of this study was to investigate the proteomic profile of plasma samples from patients with IGC infected or not

with Helicobacter pylori compared to plasma from healthy donors, in order to find new potential biomarkers.

RESULTS

Proteomic profile evaluation of Laurent’s intestinal GC patient plasma infected and non infected with H. Pylori. / \
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Exclusive proteins found in INT+

In silico analysis

Table 3: Functional enrichment analyses of 783 proteins differentially expressed

/ \ found exclusively in INT+
Common proteins between INT- and INT + plasma samples
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"a Enrichment analysis was performed using Metacore TM.
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"a Enrichment analysis was performed using Metacore T™.
b Proteins which were identified to be significantly up- or down-regulated by proteomic experiment were shown.
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Altogether, our findings improved the comprehension of molecular biology of GC which highlights new
potential targets for further investigation. Support: CAPES, CNPqg, FAPERJ, Ministério da Saude.
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