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	Gene
	Average Methylation
	Methylation Ratio (Lesions / Hyperplasia)
	P-value
	Adjusted P-value*

	
	Hyperplasia
	Lesion
	
	
	

	Sfrp5
	1.8%
	40.2%
	22.5
	9.89E-11
	9.30E-09

	Cdh13
	81.9%
	48.4%
	0.6
	1.50E-09
	7.07E-08

	Hs3st2
	1.9%
	36.2%
	18.6
	6.56E-07
	2.06E-05

	Rassf1
	7.7%
	29.9%
	3.9
	1.25E-06
	2.94E-05

	Sst
	71.1%
	40.6%
	0.6
	2.01E-06
	3.77E-05

	Pcdh10
	73.4%
	43.7%
	0.6
	9.41E-06
	1.47E-04

	Rprm
	61.0%
	34.1%
	0.6
	2.06E-05
	2.77E-04

	Slit3
	80.0%
	58.5%
	0.7
	3.19E-05
	3.75E-04

	Dkk2
	45.6%
	30.6%
	0.7
	4.22E-05
	4.41E-04

	Cxcl12
	0.7%
	19.9%
	27.1
	5.34E-05
	5.02E-04

	Ptgis
	0.5%
	0.2%
	0.4
	7.59E-05
	6.48E-04

	Tmeff2
	75.0%
	52.9%
	0.7
	9.11E-05
	7.14E-04

	Prom1
	60.1%
	36.5%
	0.6
	1.79E-04
	0.001

	Tac1
	0.4%
	14.9%
	35.3
	4.44E-04
	0.003

	Reck
	78.4%
	60.6%
	0.8
	0.001
	0.004

	Apba2
	69.9%
	54.7%
	0.8
	0.001
	0.004

	Prdm5
	84.5%
	66.5%
	0.8
	0.001
	0.004

	Cdh4
	80.8%
	63.7%
	0.8
	0.001
	0.004

	Nid1
	60.8%
	40.2%
	0.7
	0.001
	0.005

	Dkk3
	4.1%
	11.8%
	2.9
	0.001
	0.006

	Sfrp1
	32.4%
	59.4%
	1.8
	0.002
	0.008

	Wnt5a
	9.7%
	23.5%
	2.4
	0.004
	0.018

	Grin2a
	43.5%
	23.7%
	0.5
	0.005
	0.020

	Nid2
	0.1%
	0.6%
	4.7
	0.005
	0.020

	Wt1
	68.3%
	52.2%
	0.8
	0.008
	0.029



*P-value corrected for false discovery rate (Benjamini-Hochberg)

