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	Gene
	Description
	MtI, % (mean ± SD)a
	Methylation positivity, % (n/N)b
	P valuec

	
	
	Paired adjacent non-tumor tissue
	Primary tumor tissue
	
	

	CDYL
	Chromodomain Y-like
	15.8 ± 2.0
	56.2 ± 10.6
	100 (13/13)
	< 0.001

	DAB1
	DAB adaptor protein 1
	12.1 ± 2.2
	42.9 ± 20.8
	100 (13/13)
	< 0.001

	DGKG
	Diacylglycerol kinase gamma
	5.6 ± 1.1
	31.5 ± 16.3
	100 (13/13)
	< 0.001

	LHX1
	LIM homeobox 1
	15.5 ± 3.1
	49.7 ± 10.3
	100 (13/13)
	< 0.001

	FEZF2
	FEZ family zinc finger 2
	4.9 ± 0.8
	27.1 ± 18.1
	84.6 (11/13)
	< 0.001

	FOXB1
	Forkhead box B1
	17.7 ± 14.2
	42.1 ± 14.6
	84.6 (11/13)
	0.003

	EMX2
	Empty spiracles homeobox 2
	13.3 ± 3.5
	48.2 ± 12.6
	100 (13/13)
	< 0.001

	LRRC4
	Leucine rich repeat containing 4
	28.7 ± 5.3
	61.9 ± 8.8
	100 (13/13)
	< 0.001


aMean methylation level for each gene in 13 paired tissue samples. Data are presented as mean MtI ± SD.
bMethylation positivity was defined as a higher MtI in the primary tumor than in the matched adjacent non-tumor tissue; n is the number of positive pairs and N is the number of pairs tested.
cP values were calculated using a paired t-test. MtI, methylation index; SD, standard deviation.


