Supplementary Table 2. The analysis of the ‘intermediately methylated’ CpGs was performed with Chi-square test and by comparing the imprinted and non-imprinted genes across 17 autopsy tissues. Similar results were also obtained for blood samples (data not shown). All ICR DMRs were excluded from this comparison. The table represents the range of β-values tested, the number of probes tested for each group, chi-square and p-value for each category. The biggest difference in methylation levels between the two groups of genes was found for the ‘intermediately methylated’ CpGs with the corresponding β-value of 0.5-0.7 (p=9.33x10-187, marked as bold).
	Probe β-value range
	Imprinted
genes 
	Non-imprinted
genes
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	0.3-0.6
	801
	50546
	148.97
	2.39X10-34

	non 0.3-0.6
	3382
	344732
	
	

	0.3-0.7
	1397
	74853
	559.46
	5.52x10-124

	non 0.3-0.7
	2786
	320425
	
	

	0.3-0.8
	1972
	119903
	550.85
	4.12x10-122

	non 0.3-0.8
	2211
	275375
	
	

	0.4-0.6
	676
	35443
	259.6
	1.05x10-58

	non 0.4-0.6
	3507
	359835
	
	

	0.4-0.7
	1272
	59750
	746.77
	1.01x10-164

	non 0.4-0.7
	2911
	335528
	
	

	0.4-0.8
	1847
	104800
	657.39
	2.76x10-145

	non 0.4-0.8
	2336
	290478
	
	

	0.5-0.6
	458
	19017
	334.94
	4.05x10-75

	non 0.5-0.6
	3725
	376261
	
	

	0.5-0.7
	1054
	43324
	848.12
	9.33x10-187

	non 0.5-0.7
	3129
	351954
	
	

	0.5-0.8
	1629
	88374
	651.41
	5.52x10-144

	non 0.5-0.8
	2554
	306904
	
	

	0.6-0.7
	596
	24309
	462.97
	5.44x10-103

	non 0.6-0.7
	3587
	370969
	
	

	0.6-0.8
	1171
	69359
	310.02
	1.08x10-69

	non 0.6-0.8
	3012
	325919
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