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Abstract

Title Gene Expression Profilling for Disease Diagnosis in Cervical
Cancer
Report by Dr. Paitoon Aobchey

Cervical cancer is the most common cancer in women worldwide, with developing
countries accounting for 80% of the disease burden. Infection with a high-risk group of
human papilloma viruses (HPVs) is caused mainly by carcinogenesis of cervical cancer.
Although, active diagnosis has been improved treatment efficacy in reducing the incidence
and mortality rate. Cervical cancer is generally classified into four histopathological
subtypes; Adenocarcinoma, Squamous cell carcinoma, Papilloma and Carcinoma. In this
study, the gene expression profiles of these four subtypes in cervical cancer cell lines were
compared to normal cervical tissue using quantitative real-time PCR (gPCR).

Sixty one genes from public DNA microarray data were selected. The expression
of 30 candidate genes were quantified including a housekeeping gene, GAPDH with qPCR
using Hela, SiHa, C-4 | and SW756 showing a more than 1.5-fold difference in their
expression. VAV2 gene was found to overexpress in Adenocarcinoma (HelLa), Squamous
cell carcinoma (SiHa) and Carcinoma (SW756) and RCC1 gene was overexpressed in
Papilloma (C-4 1) of cervical cell lines. Based on their upregulation, VAV2 gene was
identified as candidate markers for Adenocarcinoma, Squamous cell carcinoma, and
Carcinoma and RCC1 gene was identified as candidate marker for Papilloma subtype of
cervical cancer, respectively. The candidate biomarkers may be useful for screening and

diagnosis of cervical cancer.



