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Head and neck squamous cell carcinoma (HNSCC) is one of the most common 
malignancies in humans. In order to investigate HNSCC biomarkers that may be 
relevant for prognosis and therapy, we compared SAGE (Serial Analysis of Gene 
Expression), microarray and proteomic data from HNSCC. A database integrating 
in-house SAGE and microarray data was developed. Our analysis identified 60 
and 30 genes up and down-regulated in tumors, respectively. The expression level 
of four genes (GNA15, KRTHA1, BST2, MFAP2) was evaluated by quantitative 
PCR in matched normal/tumor samples from patients with tongue SCC. The 
results confirmed that at least three of these genes are dysregulated in tumors. 
Two genes (BST2, MFAP2) were upregulated in all tumors and one gene 
(KRTHA1) was downregulated in five tumors. To the best of our knowledge, this is 
the first study reporting  SAGE data in head and neck tumors. The results, in 
combination with microarray and proteomic data, showed that different 
experimental platforms and designs offer opportunities to detect a common 
expression profile in HNSCC. In addition, the results demonstrated that our gene 
selection strategy is effective in identifying potentially relevant markers. 


