
Using	AI	to	classify	cancer	samples



What	is	the	minimum	amount	of	information	needed	to	classify	
samples?
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99.8%



50	pre-malignant	lesions
25	normal	lung	

280	genes

32	normal	tissues

Lung
Pleural	fluid
Stomach

Lymph	node
Colon
liver
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AI	&	Gene	Regulation


