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Common methods for proteomic analysis of lung cancer
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Abstract: Lung cancer is a common malignant tumor with high mortality. Lack of effective
means for early diagnosis, the prognosis of lung cancer patients are usually very poor. The
basic proteomic researches of lung cancer aim to find out potential bio-markers for early
diagnosis, evaluation and prognosis of lung cancer. And the new developments are promoting the
technologies possibile for clinical application. This article introduced the common
technologies for proteomic analysis of lung cancer, and reviewed the new developments in this
field.
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