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Figure	S1	

		
Figure	S1.	Distribution	of	 the	DAO	epiallelic	classes	 frequencies	 in	 the	 three	analyzed	brain	
regions	 for	 CTRL	 samples.	 Each	 boxplot	 represents	 a	methylation	 class	 from	 unmethylated	
(CM0)	 to	 fully	 methylated	 (CM10).	 The	 black	 central	 line	 indicates	 the	 median	 of	 the	
distribution.	 White	 circles	 represent	 samples	 with	 an	 outlier	 value.	 Statistical	 signi:icant	
differences	among	areas	were	assessed	by	Cramer	test:	HIPP	vs	CB	p	<	0.001;	DLPFC	vs	CB	p	<	
0.001;	HIPP	vs	DLPFC	p	=	0.03.	

	



Figure	S2	
	

		
		
Figure	S2.	Distribution	of	 the	DDO	epiallelic	classes	 frequencies	 in	 the	 three	analyzed	brain	
regions	 for	 CTRL	 samples.	 Each	 boxplot	 represents	 a	methylation	 class	 from	 unmethylated	
(CM0)	 to	 fully	 methylated	 (CM7).	 The	 black	 central	 line	 indicates	 the	 median	 of	 the	
distribution.	 White	 circles	 represent	 samples	 with	 an	 outlier	 value.	 Statistical	 signi:icant	
differences	among	areas	were	assessed	by	Cramer	test:	HIPP	vs	CB	p	<	0.001;	DLPFC	vs	CB	p	<	
0.001;	HIPP	vs	DLPFC	p	=	0.01).	
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Table	S2.	Average	methylation	at	non-CpG	sites.	For	all	genes	considered	in	our	analysis,	
average	of	mCpH	for	both	CTRL	and	SCZ	groups	and	in	each	brain	region	was	assessed	and	
indicated	as	mean	±	SEM.	Percentage	of	average	methylation	at	non-CpG	sites	was	calculated	
in	each	sample	as	(amount	of	mCpH	/	total	number	of	CpH	sites)*100.		
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