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Cancer is a Complex Disease
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Carcinoma of the cervix uteri: patients treated in 1996-98.

Survival by FIGO stage, n=10366
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Overall Survival for Locally Advanced Cervical Cancer (LACC) Patients
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Aim of the Study

By means of Transcriptome analysis to search for a prognostic gene 

signature able to discriminate patients who do not respond to the 

conventional treatment employed to treat LACC
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Supervised two-dimensional cluster analysis of 89 CC 

tumor profiles.
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Predictor genes are clustered based on their similarities 

across LACC tumors. 
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Metastasis pattern of Cervical Cancer
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Eight degradome related-genes are able to distinguish 

CCLA ptients who will develop distal progression.



• Concluding remarks
Transcriptome analysis allowed us to identify genes with

the ability to distinguish clinical responses in LACC 

patients.

We are extending our study to validate both gene 

signatures.
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