Table 1. The Differentially expressed proteins associated with cardiovascular function, and complement and immune regulation.
	UniProt ID
	protein
	P adjust
	FC

	A0A075B6S2
	IGKV2D-29
	3.41E-03
	1.52 

	A0A0A0MT89
	IGKJ1
	2.85E-03
	1.52 

	B9A064
	IGLL5
	6.44E-04
	1.81 

	O95865
	DDAH2
	3.04E-05
	2.21 

	P00751
	CFB
	2.49E-03
	1.88 

	P01019
	AGT
	2.52E-03
	2.26 

	P01591
	JCHAIN
	1.59E-03
	0.64 

	P01703
	IGLV1-40
	5.44E-04
	2.13 

	P01714
	IGLV3-19
	2.53E-03
	1.98 

	P01721
	IGLV6-57
	8.66E-05
	2.15 

	P06312
	IGKV4-1
	6.27E-04
	1.50 

	P07360
	C8G
	3.56E-03
	2.79 

	P0DOY3
	IGLC3
	2.17E-03
	1.62 

	Q8TB96
	ITFG1
	1.89E-05
	0.59 

	Q8WZ42
	TTN
	1.66E-05
	19.74 

	Q96IQ7
	VSIG2
	3.60E-03
	2.08 



Table 2. The KEGG enrichment pathways 
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue
	geneID

	hsa04144
	Endocytosis
	9/65
	335/11016
	1.42E-04
	2.15E-02
	2.13E-02
	O00499/O43633/O75351/P14784/P37173/P53990/Q7LBR1/Q9NP79/Q9UN37

	hsa04610
	Complement and coagulation cascades
	5/65
	110/11016
	4.65E-04
	2.66E-02
	2.63E-02
	P00751/P01008/P01009/P07360/Q03405

	hsa04142
	Lysosome
	6/65
	173/11016
	5.28E-04
	2.66E-02
	2.63E-02
	P11117/P13473/P34810/Q8NCC3/Q9UBR2/Q9UMR5

	hsa04064
	NF-kappa B signaling pathway
	4/65
	133/11016
	7.79E-03
	2.42E-01
	2.39E-01
	P08571/P18428/P19320/P19438

	hsa04217
	Necroptosis
	5/65
	211/11016
	8.01E-03
	2.42E-01
	2.39E-01
	O43633/O75351/P19438/Q7LBR1/Q9UN37

	hsa04520
	Adherens junction
	4/65
	143/11016
	1.00E-02
	2.52E-01
	2.49E-01
	P18206/P37173/Q12913/Q96NY8

	hsa05131
	Shigellosis
	6/65
	335/11016
	1.39E-02
	2.99E-01
	2.96E-01
	P08571/P0CG47/P18206/P19438/P35080/P52790

	hsa04061
	Viral protein interaction with cytokine and cytokine receptor
	3/65
	131/11016
	4.21E-02
	6.80E-01
	6.73E-01
	P14784/P19438/P78423

	hsa00514
	Other types of O-glycan biosynthesis
	2/65
	59/11016
	4.73E-02
	6.80E-01
	6.73E-01
	Q6P9A2/Q9Y644



Table 3. The differential metabolites associated with cardiovascular function, and complement and immune regulation.
	KEGG ID
	Metabolite
	P adjust
	VIP Value

	C00188
	L-threonine
	1.67E-03
	2.21

	C00064
	l-glutamine
	2.01E-03
	2.19

	C00135
	L-histidine
	4.87E-03
	2.08

	C00041
	L-alanine
	5.63E-03
	2.05

	C00065
	L-serine
	1.82E-03
	2.04

	C00114
	choline
	4.43E-03
	1.84

	C00255
	Riboflavin
	2.76E-02
	1.82

	C00864
	Pantothenic acid
	1.70E-02
	1.67

	C00152
	L-asparagine
	2.34E-02
	1.66

	C02571
	L-acetylcarnitine
	2.06E-02
	1.63

	C00407
	L-isoleucine
	1.46E-02
	1.56

	C00213
	creatine
	1.72E-02
	1.56

	C00148
	L-proline
	1.39E-02
	1.36

	C00719
	betaine
	2.26E-02
	1.35

	C00311
	isocitric acid
	3.92E-02
	1.3

	C00245
	taurine
	2.78E-02
	1.3

	C00047
	L-Lysine
	3.65E-03
	1.28

	C00106
	uracil
	4.92E-02
	1.25

	C00082
	L-tyrosine
	3.23E-02
	1.14



Table 4. The KEGG enrichment pathways
	KEGG ID
	Pathways
	Match status
	p Value
	Impact
	FDR

	[bookmark: _Hlk166528269]hsa00970
	Aminoacyl-tRNA biosynthesis
	10/48
	1.11E-11
	0.16667
	9.36E-10

	hsa00260
	[bookmark: OLE_LINK1]Glycine, serine and threonine metabolism
	5/33
	2.25E-05
	0.36034
	0.0009459

	hsa00290
	Valine, leucine and isoleucine biosynthesis
	2/8
	0.0034237
	0
	0.075508

	hsa00250
	Alanine, aspartate and glutamate metabolism
	3/28
	0.0035956
	0.11378
	0.075508

	hsa00630
	Glyoxylate and dicarboxylate metabolism
	3/32
	0.0052872
	0.04233
	0.088825

	hsa00770
	Pantothenate and CoA biosynthesis
	2/19
	0.019384
	0.00714
	0.27138

	hsa00410
	beta-Alanine metabolism
	2/21
	0.023481
	0
	0.28177

	hsa00400
	Phenylalanine, tyrosine and tryptophan biosynthesis
	1/4
	0.045692
	0.5
	0.42646

	hsa00740
	Riboflavin metabolism
	1/4
	0.045692
	0.5
	0.42646




