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Supplemental	 Fig.	 S3.	 Lymphoid	 infiltration	 index	 (LI)	 corresponds	 with	 histological	
lymphoid	infiltrate	and	SCNA	suppression	in	array	profiles.	A.	SE	engulfed	in	lymphocytes.	
B.	SCNA	profile	and	histology	are	shown	for	representative	low-and	high-LI	cases.	Tumor	
histology	and	SCNA	plots	were	inspected	for	correspondence	with	LI,	which	confirmed	the	
expected	elevated	lymphoid	frequency	and	impaired	detection	of	SCNA	in	these	specimens,	
further	validating	exclusion	of	12p-neutral	TGCT	(n=22).	Overall,	tumor	tissue	methylation	
data	were	found	to	be	amenable	to	correction	for	lymphoid	cell	frequency,	more	accurately	
reflecting	 intrinsic	 tumor-cell	 target	 methylation.	 C-E.	 Further	 validations	 of	 leukocyte-
specificity	of	LS36	allelic	methylation	targets	used	to	measure	TGCT	tissue	infiltrates.	C.	Near	
absent	 allelic	methylation	 (Kernel	 density	 estimation	 (KDE))	 of	 LS36	 in	 somatic	 primary	
specimens	(n=22,	GSE30654).	D.	Near	absent	allelic	methylation	(KDE)	of	LS36	in	TGCT	cell	
lines	(n=12,	GSE60787).	E.	Biallelic	methylation	of	LS36	(KDE)	in	leukocyte	reference	panel	
(n=117,	GSE67393).	F.	Gene	functional	annotation	analysis	on	the	LS36	showed	significant	
enrichment	for	leukocyte	related	annotations.	
	


