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1. Introduction

Cutaneous malignant melanoma (CMM)

- It is the most aggressive type of skin cancer
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2. Objectives 3. Methodology

Use ONLY initial stages of Cutaneous Malighant Melanoma (pT1b, pT2, pT3) — primary melanoma samples 1. Online available datasets
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- Based on class comparison and GSEA analysis, X-chromosome extremity genes and glycogen metabolism genes were found to be significantly
associated with better overall survival and disease-free survival in females
- Metabolism related genes were found to negatively affect overall survival in males
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Abstract

Cutaneous malignant melanoma (CMM) is the most aggressive type of skin cancer and has
the highest metastatic rate across all cancers. It is the fifth most common cancer among men
and the sixth most common cancer among women CMM has higher mortality, incidence,
recurrence, and metastatic rate amongst men compared to women. This project focuses on
the understudied field of sexual dimorphism and aims to identify the key factors responsible
for the divergence between females and males. Primarily, through online available datasets
biomarkers that participate in gene expression, overall survival, and disease-free survival,
controversially in the two sexes, will be detected. Furthermore, the identified biomarkers will
be verified in melanoma cell lines, tissues biopsies and plasma biopsies of melanoma patients.
The biological function of the biomarkers that have this controversial role in females and
males, will be further addressed through functional studies. The final goal is to apply these
biomarkers in the clinic, in order to personalise patients’ follow up aiming at preventing
recurrence of melanoma and improving overall survival id females and males.



