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Abstract

Oral cancer is one of the leading causes of death among malignant tumors in Taiwan.
Epidemiological studies indicate that oral cancer is prevalent in male and in southern Taiwan.
Risk factors for this type of cancer include alcohol consumption, cigarette smoking, and particularly
betel quid chewing.  Although recent studies have made progress on the diagnosis and treatment,
the etiology of oral cancer remains to be elucidated. We hypothesize that expression of certain
proteins may be different between normal and cancer cells and these proteins may be involved in the
pathological processes of oral cancer. The goal of this project is to set up the mass spectrometry
technique and to identify proteins by mass spectrometry that may play a role in various stages of
oral cancer.
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