Table S4 

	Locus
	CpG Island
	Foward 5’-3’
	Reverse 5’-3’
	Size (bp)

/enzyme
	Accession
	Ref

	6q24
	PLAGL1
	GTGGATTTTATATTAGATAGG
	CRCTTCCCCRAATCRCCRTC
	400/ 2x Tai1
	AL109755
	[1]

	7p11
	GRB10 
	GTYGGGGTTTTTGTTAGTTTG
	CCAATCCCTCRAAAACTAAA
	518 MboI
	AC004920
	[2]

	7q21
	PEG10/SGCE
	GTGTTATGTTTTATAAATAGATAAG
	AACTCATATACCTCTACAATTC
	376 Taqa1
	Chr7:94122795-94124463
	DM

	
	MEST 
	TYGTTGTTGGTTAGTTTTGTAYGGTT
	AAAAATAACACCCCCTCCTCAAAT
	289 Taqa1
	Chr7:129917976-129920347
	[3]

	
	
	
	CCCAAAAACAACCCCAACTC
	
	
	

	11p15 (TEL)
	H19 DMD
	TGTTGAAGGTTGGGGAGATAGA
	CCCAAACCATAACACTAAAACCCTC
	450 BstUI
	Chr11:1977500-1979000
	[4]

	
	H19 PROM
	GGTATGGTGTTTTTTGAGGGGAGAT
	CATCCCACCCCCTCCCTCACCCTA
	323 Tai1
	Chr11:1975373-1976765
	[5]

	
	IGF2 DMR0
	TTGGTGTTGGAAAGTGTTTG
	CTATAACRTCCAAACCCTCTA
	300 Taqa1
	NM_001007139
	[6]

	
	KvDMR
	TGTTGAGGAGTTTYGGGGAGGATTA
	CACCTCACACCCAACCAATACCTCAT 
	372 Taqa1
	Chr11:2676987-2678663
	[7]

	14q32
	IG-DMR
	GGGTTGGGTTTTGTTAGTTGTT


	CCAATTACAATACCACAAAATTAC
	259 Taqa1
	Chr14:100345000-100348000
	[8]

	
	MEG3 PROM
	GTAAGTTTTATAGGTTGTAAAGGGGGTGTT
	CCACAACTAATAACTAAAAAAATAAACATT
	216 Taqa1
	
	

	15q11
	SNURF/SNRPN 
	GGTTTTTTTTTATTGTAATAGTGTTGTGGGG
	CTCCAAAACAAAAAACTTTAAAACCCAAA
	408 Tai1
	Chr15:22751129-22752147
	[9]

	19q13
	PEG3
	OUT – 

GATGGTATTTAATGGGTGGGGTTGGAATAG
	CTATCCTACCTATAAAAATTTTCTTTC  
	343 Tai1
	Chr19:62043096-62044096
	DM

	
	
	IN - GTTGGAATAGATTATTATATTTAATG 
	
	
	
	

	20q13
	NESP55
	OUT - GAGGATAAAGATTTAAGGGATTT
	OUT - CTCAAACTCCCCAATTTAAC
	224 Tai1
	Chr20:56848531-56850548
	[10]

	
	
	IN -

GAAGGAGTTTAAGGAGGAGAAGTAG
	IN - CCATAAAAACAAAAAAAATCTAAAC
	
	
	

	
	EXON1A
	OUT - GTCGTTTTTGCGGTTGTTGAG
	OUT - CCAACGAAAACATCCGAAAATCCC
	351 Tai1
	AL121917
	JF

	
	
	IN - GGTAGTTTATGTCGTTTTAGTTG
	IN - CTACTAACCACCCCTTCATC
	
	
	

	
	GNAS XL 
	OUT – 

GTGCGGTTCGTTTTATTTTTGTCGCGAACGC  
	ACTACTTCCTCCTCAACTAAAAATCTCTC  


	291 Taqa1
	Chr20:56862420-56864634
	JF

	
	
	IN - GTTATCGGTAGTTTATTTTAAGAGGTTG
	
	
	
	


Table S4 Bisulphite PCR primers for analysis of differential methylation at imprinted differentially methylated regions.  Amplicons were subjected to Combined Bisulphite and Restriction (CoBRA) assays and bisulphite sequencing.  Primers are specific for bisulphite converted DNA.  Where CpG dinucleotides appear in the primer, 1:1 primer  mixes are prepared with either a C or a T base in the forwards direction (YG) and a G or an A base in the reverse (CR).  Bisulphite PCR was carried out using Tm of 53 ºC, except for KvDMR where the Tm was 50 ºC, and all for 45 Cycles.  The size/enzyme column indicates the restriction endonuclease used in the CoBRA assays. DM = primers designed by Dave Monk, JF = primers designed by Jennifer Frost   
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