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Development of novel molecular diagnosis methods of lung cancer by proteomic
signature
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We obtained protein expression profiles from both lung cancer and normal
lung specimens. Based upon the information as well as clinical information, we conducted
bioinformatic analyses. The resulting proteomic signature could accurately predict both disease-free

and overall survival. Accordingly, we have discovered a proteomic signature that can distinguish
NSCLC patients with a high risk from those with a favorable prognosis.
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