Table S1 
	Gene/

cluster
	Locus
	Transcripts in cluster
	UCSC SNP annotation
	Methylated DMR*
	P of O**
	dCt PBL A
	dCt PBL B
	dCtB-dCtA
	2-dCtPBL A 

(3 s.f.)
	2-dCtPBL B 

(3 s.f.)
	QPCR
	RT PCR
	Allelic Exp

	DIRAS3
	1p31
	
	
	[1] Prom MAT
	Pat
	14.411
	17.017
	2.61
	4.59E-05
	7.54E-06
	BT
	U
	-

	TP73
	1p36
	
	
	Prom PAT
	Mat
	11.814
	14.436
	2.62
	0.000278
	4.51E-05
	BT
	U
	-

	NAP1L5
	4q22
	
	rs710834
	[2]Prom MATG
	Pat
	5.555
	5.645
	0.09
	0.0213
	0.0200
	Highest
	40
	9/9 B

	ZAC1
	6q24
	Isoform 1 
	rs9373409
	[3]Prom MATG
	Pat
	9.759
	10.977
	1.22
	0.00115
	0.000496
	Pl, Li, Br
	U
	-

	
	
	Isoform 2
	
	
	B
	11.988
	13.277
	1.29
	0.000246
	0.000101
	BT
	45
	3/3 B

	IGF2R
	6q25
	
	rs614754
	
	Mat
	2.389
	2.125
	-0.26
	0.191
	0.229
	Highest
	
	1/1 B

	GRB10
	7p11
	GRB10 
	rs1800504
	[4]CGI2 MATG
	Pat
	10.593
	12.13
	1.54
	0.000647
	0.000223
	BT
	U
	-

	PEG10
	7q21
	PEG10 
	rs13073
	[5]Prom MATG
	Pat
	8.231
	9.988
	1.76
	0.00333
	0.000985
	Pl, Li, Br
	40
	4/4 M

	
	
	SGCE
	
	
	Pat
	9.971
	10.86
	0.89
	0.000996
	0.000538
	BT
	U
	-

	MEST 
	7q32
	CPA4 
	rs2171492
	
	Mat
	ND
	ND
	ND
	ND
	ND
	-
	U
	-

	
	
	MESTIT1 
	rs12706940
	[6]Prom MATG
	Pat
	15.879
	16.034
	0.15
	1.66E-05
	1.49E-05
	BT
	U
	-

	
	
	MEST Isoform 1 
	rs1050582
	
	Pat
	12.866
	11.401
	-1.47
	0.000134
	0.000370
	BT
	U
	-

	
	
	MEST Isoform 2
	
	
	Pat
	7.403
	7.756
	0.35
	0.00591
	0.00463
	Br
	35
	8/9 B; 1/9 M

	
	
	KLF14 
	agaagcc(a/g)gacgagg
	Sugg DMRGPAT
	Mat
	ND
	ND
	ND
	ND
	ND
	-
	U
	-

	INPP5F

_V2
	10q26
	
	rs3188055
	[2]Prom MATG
	Pat
	16.885
	15.091
	-1.79
	8.26E-06
	2.87E-05
	BT
	40
	8/11 M; 3/11 B

	WT1
	11p13
	
	
	[7]ARR DMR MAT 
	Pat
	17.324
	U (>40)
	U (>40)
	6.09E-06
	<1x1012
	BT
	U
	-

	WT1-AS
	
	
	
	
	
	U (>40)
	U (>40)
	U (>40)
	<1x10-12
	<1x1012
	BT
	U
	-

	KCNQ1
	11p15
	PHLDA2 
	
	[8]KvDMRGMAT
	Mat
	8.989
	9.617
	0.63
	0.00197
	0.00127
	Pl, Li, Br
	U
	-

	
	
	SLC22A18 
	rs1048046/7
	
	Mat
	6.726
	9.617
	2.89
	0.00945
	0.00127
	Highest
	40
	5/5 B

	
	
	SLC22A1LS
	
	
	Mat
	ND
	ND
	ND
	ND
	ND
	-
	U
	-

	
	
	CDKN1C
	
	
	Mat
	6.91
	8.011
	1.10
	0.00832
	0.00388
	Pl
	U
	-

	
	
	KCNQ1OT1 
	rs231357/9
	
	Pat
	4.991
	5.77
	0.78
	0.0314
	0.0183
	Highest/Pl 
	40
	6/6 B

	
	
	KCNQ1
	rs1057128
	
	Mat
	4.907
	5.021
	0.11
	0.0333
	0.0308
	Highest
	38
	4/4 B

	H19/IGF2
	11p15
	H19 
	
	[9]DMR1 PATG
P0 PATS, DMR2 PATS
	Mat
	11.118
	11.854
	0.74
	0.000450
	0.000270
	BT
	U
	-

	
	
	IGF2 
	rs680
	
	Pat
	11.391
	12.29
	0.90
	0.000372
	0.000200
	Pl, Li, Br, BM
	33
	20/20 M

	HTRA2
	13q14
	
	
	
	Mat
	12.782
	14.758
	1.98
	0.000142
	3.61E-05
	BT
	U
	-

	DLK1/

DIO3
	14q32
	GTL2 
	
	[10]GTL2 prom PATS
IGDMRGPAT
	Mat
	11.223
	16.924
	5.70
	0.000418
	8.04E-06
	BT
	U
	-

	
	
	DLK1 
	
	
	Pat
	9.569
	17.139
	7.57
	0.00132
	6.93E-06
	Pl, Li
	U
	-

	
	
	DIO3
	
	
	Pat
	U  (>40)
	U (>40)
	U (>40)
	<1x10-12
	<1x1012
	BT
	U
	-

	SNURF/

SNRPN
	15q11
	NDN 
	rs2192206
	Prom MAT?
	Pat
	14.632
	12.495
	-2.14
	3.94E-05
	0.000173
	BT
	40
	3/3 M

	
	
	SNRPN 
	rs705
	[11]Prom MATG
	Pat
	2.344
	2.499
	0.16
	0.197
	0.177
	Highest
	40
	3/3 M

	
	
	IPW 
	rs691
	
	Pat
	6.024
	6.326
	0.30
	0.0154
	0.0125
	Br, Li
	35
	5/5M

	
	
	ATP10C 
	
	
	Mat
	ND
	ND
	ND
	ND
	ND
	-
	U
	-

	PEG3
	19q13
	
	
	[12]Prom MATG
	Pat
	13.611
	13.207
	-0.40
	7.99E-05
	0.000106
	BT
	U
	-

	MCTS2
	20q11
	
	
	[2]Prom MATG
	Pat
	9.939
	8.803
	-1.14
	0.000581
	0.00102
	BT
	U
	-

	NNAT
	20q11
	
	
	
	Mat
	20.179
	18.301
	-1.88
	8.42E-07
	3.10E-06
	BT
	U
	-

	GNAS 
	20q13
	NESP 
	
	[13, 14] NESP55 PATS 
	Mat
	U (>40)
	19.255
	U (>40)
	<1x10-12
	1.60E-06
	BT
	U
	-

	
	
	GNAS 
	rs7121
	[15]1A Prom MATG
	Mat
	0.78
	-0.227
	-1.01
	0.582
	1.17
	Highest/Pl, Br 
	35
	13/13 B

	
	
	Exon 1A 
	
	[16]1A Prom MATG
	Pat
	6.306
	6.984
	0.68
	0.0126
	0.00790
	Pl
	40
	7/7 M

	
	
	GNAS XL 
	
	[13, 17] XL Prom MATG
	Pat
	19.871
	20.833
	0.96
	1.04E-06
	5.35E-07
	BT
	U
	-


Table S1 Complete list of QRT-PCR, non quantitative PCR and allelic expression analysis data for all imprinted genes analysed.  

Prom, promoter; MAT/PAT, maternally/paternally methylated DMR; G/S, DMR established in the germline/post fertilisation; Mat/Pat, maternal/paternal allele expressed; BT, below QPCR detection, i.e. linear amplification was not reached by Threshold, equivalent to a 2-dCt of less than 1x10-12; U, below non-quantitative RT-PCR detection up to 45 cycles; M/B, mono/biallelic;  For QPCR: Pl, Placenta; Li, Liver; Br, brain; BM, bone marrow; ND, not done, ‘highest’ indicates that expression relative to the other tissues was highest in PBL. dCtB-dCtA, difference between the dCts of PBLA and PBLB.  2-dCtPBL A/B (3 s.f.), values are shown to 3 significant figures.  The fractions in the ‘Allelic Expression’ column indicate the number of biallelic or monoallelic samples there were of the total that were heterozygous (i.e. informative) for each SNP.  The number of informative samples represents the total found following genotyping of 50 individuals.  *Methylated allele of DMR identified in previously published work, references as shown. ** Parent-of-origin of expression established in previously published work from other laboratories – the various references for imprinted expression and parent-of origin for each gene may be located at http://igc.otago.ac.nz/table.html.
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