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To diagnose the state of tissues from cancer patients, utilization and discovery of biomarker with high discrimination 
accuracy is important.  It is difficult to determine biomarkers that can cleanly separate cancer and normal tissues when normal 
tissues are mixed at the time of collecting a cancer sample. The purpose of the study is to provide method to discover biomarkers 
or characteristics of tissues with high accuracy for distinguishing between cancer tissues and non-cancer tissues. By utilizing a 
parameter λ, which indicates purity and status of each sample, highly accurate biomarker discovery became possible. 
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