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Mass spectrometry (MS)-based oncoproteomics is a rapidly developing method for the large scale analysis of the proteomes 
of human samples. It is believed that progress in oncoproteomics is likely to result in the discovery of cancer biomarkers. 

Searching for proteins specific to the particular type of cancer requires a comprehensive analysis of numerous samples. 
Tissue material, in addition to body fluids and cell lines, is an invaluable source of information on the proteome of healthy 

and sick individuals. An important advantage of the use of tissue material in clinical proteomics is the ability to identify “in 
situ” the changes caused by cancer. The analysis of pathologically changed tissue and their environment allows the tracking of 
the series of changes at the protein level occurring during tumorgenesis, tumor progression and metastasis. Additionally, the 
characteristics of tumors protein composition allow knowledge about the cancer development and biology to be deepened. 

The recent approach was to analyze the proteome of formalin fixed and paraffin embedded colonic adenomas, colorectal 
cancer and adjacent normal tissues in order to identify the panel of new colorectal cancer biomarkers. Our study resulted in the 
identification of more than 10.000 proteins from microdissected tissues. The proteomic approach used in this study allowed the 
evaluation of the abundances of key player proteins in the development and progression of colorectal cancer. Moreover, these 
observations highlight an improved understanding of the carcinogenesis of colorectal cancer.
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