Table S1 Primers and sequences (5′ to 3′) to analyze five candidate genes for DNA methylation quantification by bisulfite pyrosequencing between 24 GDM samples and 24 healthy controls.
	Primers
	The Primer sequences from 5' to 3'
	5' modified

	HOXD9-F
	GGGGAGATTAGTTGAGGTAGGGT 
	　

	HOXD9-R
	CAAAACCCAAATACTAAAACAACTTACTCC 
	5'-Biotin

	HOXD9-S
	GTTGAGGTAGGGTTGA 
	　

	
	
	

	ALDH1A2-F
	GGGGAAATAGAAGAAGGTTTTAGAAAG 
	　

	ALDH1A2-R
	ACCCCCCACCATAACTTCCAACA 
	5'-Biotin

	ALDH1A2-S
	GGTAGTTTATTTTGGTGTATTTAAT 
	　

	
	
	

	CSMD1-F
	GATGGTTTTTTAGAGGAAGGTAGGGTTAT 
	　

	CSMD1-R
	AAACAACTCAACCCTACAATAAC 
	5'-Biotin

	CSMD1-S
	AGAGAGAGTTAGGTTTTAAGATT 
	　

	
	
	

	TRIM67-F
	TGGAGTTGGAGAATGTGGAGATTT 
	　

	TRIM67-R
	CCTTTCAACCAAAAATACTCATCC 
	5'-Biotin

	TRIM67-S
	AATGTGGAGATTTTTTTATTTATAA 
	　

	
	
	

	PAX8-F
	GTTTTTATTAGATTTGATGGAGTTGTGAG 
	

	PAX8-R
	ATCTCATACCCTTCTCCTAAATTTATAC 
	5'-Biotin

	PAX8-S
	CCCTTCTCCTAAATTTATACA 
	　



Table S2 Spearman’s correlation analysis showing the association between differentially methylated CpG sites of TRIM67 and levels of plasma lipid and lipoprotein between 24 GDM samples and 24 healthy controls. 
	TRIM67 CpG sites
	TC (mmol/L)
	TG (mmol/L)
	HDL (mmol/L)
	LDL (mmol/L)
	ApoA1 (g/L)
	ApoB (g/L)

	
	Rho
	p-Value
	Rho
	p-Value
	Rho
	p-Value
	Rho
	p-Value
	Rho
	p-Value
	Rho
	p-Value

	Site3
	-0.116
	0.438
	0.014
	0.927
	0.128
	0.393
	-0.219
	0.138
	0.073
	0.626
	-0.07
	0.639

	Site5
	0.014
	0.923
	0.045
	0.765
	0.117
	0.433
	-0.063
	0.675
	0.157
	0.292
	0.036
	0.811

	Site7
	-0.028
	0.851
	-0.144
	0.335
	0.243
	0.1
	-0.001
	0.993
	0.145
	0.331
	0.08
	0.595

	Site9
	-0.162
	0.277
	-0.021
	0.887
	0.06
	0.69
	-0.085
	0.571
	0.11
	0.464
	0.032
	0.83


Spearman’s correlation coefficient (Rho) is shown with significance at p<0.05.
Abbreviation: TC, total cholesterol, TG, triglyceride, HDL, high density lipoprotein, LDL, low density lipoprotein, ApoA1, Apolipoprotein A1, ApoB, Apolipoprotein B.
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