	Plot A Measured placenta methylation
	Group ID in plot A
	#1
	#2
	#3
	#4
	

	
	Number of samples
	12
	62
	17
	78
	

	
	
	
	
	
	
	

	Plot B Predicted placenta  methylation
	Group ID in plot B that is matched with plot A group in first row
	#3
	#1
	#2
	#4
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	Number of samples
	26
	63
	29
	49
	

	
	Number of matching samples corresponding to plot A group in first row
	1
	37
	11
	33
	Overall matched proportion 48.52% (82/169)

	
	Proportion of matching samples
	8.33% (1/12)
	59.68% (37/62)
	64.71% (11/17)
	42.31% (33/78)
	Average
43.76%

	
	
	
	
	
	
	

	Plot C Measured cordblood  methylation
	Group ID in plot C that is matched with plot A group in first row
	#2
	#3
	#4
	#1
	

	
	Number of samples
	15
	45
	48
	60
	

	
	Number of matching samples corresponding to plot A group in first row
	1
	22
	8
	42
	Overall matched proportion 43.19% (73/169)

	
	Proportion of matching samples
	8.33% (1/12)
	35.48% (22/62)
	47.06% (8/17)
	53.85%
(42/78)
	Average
36.18%


Supplementary Table 2. Clustering comparison for measured placenta methylation, predicted placenta methylation and measured cordblood methylation


We divided the 169 samples into 4 groups according to the 4 most distinct sub-branches from top-down of clustering tree. The overall matched proportion is defined as the total number of the matching samples in four groups divided by the number of all samples. After running through the four groups in every possible combination, we finally hit on the four matching groups in (1) measured placenta methylation and predicted placenta methylation (A-B), and (2) measured placenta methylation and measured cordblood methylation (A-C), according to the maximum overall matched proportion. The proportion of matching samples for each group is defined as the number of the matching samples in one group divided by the number of samples in the matching group in measured placenta methylation (Plot A).



