	Table S1 Specific gut microbiota associated with CVD risk factors in children identified by LEfSe and LDA analyses

	Species name
	Groups
	LDA_value
	P_value

	Subdoligranulum
	Non_risk
	4.20 
	0.026 

	Alistipes
	Non_risk
	3.89 
	<0.001 

	Ruminococcaceae_UCG-014
	Non_risk
	3.63 
	0.002 

	Akkermansia
	Non_risk
	3.62 
	0.001 

	Christensenellaceae_R-7_group
	Non_risk
	3.58 
	<0.001 

	Parabacteroides
	Non_risk
	3.50 
	0.036 

	Intestinibacter
	Non_risk
	3.50 
	0.002 

	Barnesiella
	Non_risk
	3.45 
	0.004 

	Ruminococcaceae_UCG-002
	Non_risk
	3.43 
	<0.001 

	norank_f__Prevotellaceae
	Non_risk
	3.37 
	0.046 

	Ruminococcaceae_UCG-005
	Non_risk
	3.10 
	<0.001 

	Prevotellaceae_UCG-001
	Non_risk
	2.94 
	0.046 

	Adlercreutzia
	Non_risk
	2.88 
	0.018 

	Eisenbergiella
	Non_risk
	2.86 
	0.024 

	Ruminococcaceae_UCG-004
	Non_risk
	2.80 
	<0.001 

	norank_f__Lachnospiraceae
	Non_risk
	2.74 
	0.031 

	norank_o__Mollicutes_RF39
	Non_risk
	2.74 
	0.013 

	Ruminococcaceae_UCG-010
	Non_risk
	2.74 
	<0.001 

	unclassified_f__Ruminococcaceae
	Non_risk
	2.68 
	0.014 

	Olsenella
	Non_risk
	2.65 
	0.026 

	UBA1819
	Non_risk
	2.63 
	0.004 

	norank_f__Ruminococcaceae
	Non_risk
	2.58 
	<0.001 

	Odoribacter
	Non_risk
	2.57 
	0.001 

	Tyzzerella_4
	Non_risk
	2.56 
	0.002 

	Family_XIII_AD3011_group
	Non_risk
	2.49 
	<0.001 

	Negativibacillus
	Non_risk
	2.38 
	0.017 

	Ruminiclostridium_6
	Non_risk
	2.37 
	<0.001 

	Acetanaerobacterium
	Non_risk
	2.35 
	0.012 

	Oscillibacter
	Non_risk
	2.24 
	0.036 

	norank_f__Coriobacteriales_Incertae_Sedis
	Non_risk
	2.17 
	0.001 

	Defluviitaleaceae_UCG-011
	Non_risk
	2.17 
	<0.001 

	Moryella
	Non_risk
	2.11 
	0.007 

	CAG-352
	Non_risk
	2.02 
	0.005 

	Ruminiclostridium_5
	One_risk
	3.06 
	0.001 

	Ruminococcus_1
	One_risk
	3.05 
	0.005 

	Terrisporobacter
	One_risk
	2.74 
	0.017 

	unclassified_o__Clostridiales
	One_risk
	2.46 
	0.014 

	Lachnoclostridium
	Two_or_more_risk
	3.86 
	0.001 

	unclassified_f__Enterobacteriaceae
	Two_or_more_risk
	3.05 
	0.043 

	Lachnospiraceae_UCG-004
	Two_or_more_risk
	3.00 
	0.001 

	Rhodococcus
	Two_or_more_risk
	2.32 
	0.046 


