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14

Survival	curves	for	Lymph-CLL	and	Kidney-RCC	patients,	stratified	by	Somatic	Impact	Burden	relative	to	corresponding	
randomized	sets,	with	95%	confidence	 intervals.	Survival	for	patients	in	the	top	quartile	by	cancer	subtype	of	Somatic	
Impact	Burden	is	in	pink,	blue	for	the	bottom	quartile.


