[bookmark: _GoBack]Table S4. Top ten CLP-associated differentially methylated regions (DMRs) identified by bump hunting analysis in population subsets (see Methods).
	All Samples (N = 182)

	Chr
	Start
Coordinate
	DMR Length (bp)
	Value
	# CpG in DMR
	p value
	FWER 
p value
	Associated Gene
	PROMOTER*

	5
	135415762
	852
	-0.097
	12
	5*E-06
	0.014
	VTRNA2-1
	TRUE

	6
	31650735
	325
	-0.061
	11
	8.4*E-05
	0.221
	LY6G5C
	FALSE

	6
	30039010
	467
	0.059
	11
	9.8*E-05
	0.255
	RNF39
	FALSE

	21
	34405553
	445
	0.073
	4
	0.0003
	0.612
	OLIG2
	FALSE

	6
	30095136
	130
	0.042
	8
	0.0004
	0.737
	TRIM40
	FALSE

	5
	178986131
	776
	0.050
	6
	0.0005
	0.773
	RUFY1
	TRUE

	13
	112986154
	774
	0.050
	5
	0.0008
	0.912
	SPACA7
	FALSE

	7
	157643007
	31
	-0.080
	2
	0.0009
	0.91
	PTPRN2
	FALSE

	6
	30624395
	242
	0.033
	7
	0.001
	0.95
	DHX16
	FALSE

	1
	247694041
	366
	-0.046
	5
	0.001
	0.965
	GCSAML-AS1
	TRUE



	Hispanic Samples (N = 143)

	Chr
	Start
Coordinate
	DMR Length (bp)
	Value
	# CpG in DMR
	p value
	FWER 
p value
	Associated Gene
	PROMOTER*

	5
	135415762
	852
	-0.073
	12
	9.1*E-05
	0.238
	VTRNA2-1
	TRUE

	3
	195489708
	462
	-0.082
	7
	0.0002
	0.478
	MUC4
	FALSE

	6
	30039025
	452
	0.065
	9
	0.0003
	0.571
	RNF39
	FALSE

	1
	202172778
	135
	0.101
	4
	0.0003
	0.592
	LGR6
	TRUE

	6
	29648225
	404
	-0.067
	8
	0.0003
	0.616
	ZFP57
	FALSE

	2
	113992762
	552
	-0.061
	7
	0.0006
	0.832
	PAX8-AS1
	TRUE

	17
	6558064
	752
	0.084
	4
	0.0008
	0.866
	MIR4520-2
	TRUE

	6
	32064206
	408
	-0.054
	7
	0.0008
	0.913
	TNXB
	FALSE

	6
	28601365
	155
	-0.053
	7
	0.0009
	0.92
	ZBED9
	FALSE

	8
	58055876
	238
	-0.094
	3
	0.0009
	0.906
	LOC100507651
	FALSE



	Non-Hispanic White Samples (N = 39)

	Chr
	Start
Coordinate
	DMR Length (bp)
	Value
	# CpG in DMR
	p value
	FWER 
p value
	Associated Gene
	PROMOTER*

	5
	135415948
	666
	-0.068
	11
	0.0001
	0.31
	VTRNA2-1
	TRUE

	21
	34405553
	445
	0.128
	4
	0.0003
	0.517
	OLIG2
	FALSE

	11
	970389
	276
	0.170
	2
	0.0003
	0.484
	AP2A2
	FALSE

	8
	672007
	51
	0.156
	2
	0.0005
	0.671
	ERICH1
	FALSE

	15
	101093834
	67
	-0.156
	2
	0.0005
	0.673
	PRKXP1
	FALSE

	5
	178986131
	776
	0.079
	6
	0.0005
	0.728
	RUFY1
	TRUE

	1
	205818956
	537
	0.090
	5
	0.0006
	0.778
	PM20D1
	TRUE

	17
	80708367
	266
	-0.122
	3
	0.0008
	0.811
	FN3K
	FALSE

	18
	11947875
	280
	-0.115
	3
	0.001
	0.88
	IMPA2
	FALSE

	20
	30135124
	239
	-0.056
	6
	0.0013
	0.954
	MCTS2P
	TRUE


* Promoter location = TRUE for all sites within 2Kb of transcription start site of associated gene
