Supplementary materials

 Definitions of major adverse cardiovascular events (MACE)

	cardiac death1:include deaths that result from an AMI, sudden cardiac death, death due to heart failure (HF), death due to stroke, death due to CV procedures, death due to CV hemorrhage, and death due to other CV causes.

	myocardial infarction2:Elevation of TnT values >10×upper reference limit

	heart failure3: includes hospitalizations for HF and urgent outpatient visits, and is defined as a constellation of signs, symptoms, diagnostic testing, and HF-directed therapy.

	stroke4: central nervous system injury and infarction(includes schemic stroke,ischemic stroke with hemorrhagic conversion,symptomatic intracranial hemorrhage,covert CNS infarction and covert CNS infarction with hemorrhagic conversion).
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Supplementary Table 1  GEO Microarray Chip Information
	
	GSE66360
	GSE42148

	Platform
	GPL570
	GPL13607

	Species
	Homo sapiens
	Homo sapiens

	Tissue
	Whole Blood
	Whole Blood

	Samples in CAD group
	49
	13

	Samples in Control group
	50
	11

	Reference
	PMID: 28947747
	PMID: 38573982


GEO, Gene Expression Omnibus; CAD, Coronary Artery Disease.

Supplementary Table 2  Results of GSEA for Expression Group

	ID
	setSize
	enrichmentScore
	NES
	pvalue
	p.adjust
	qvalue

	REACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FACTOR_IGF_TRANSPORT_AND_UPTAKE_BY_INSULIN_LIKE_GROWTH_FACTOR_BINDING_PROTEIN S_IGFBPS
	117
	0.58 
	2.42 
	1.00E-10
	1.23E-07
	1.09E-07

	REACTOME_ECM_PROTEOGLYCANS
	73
	0.60 
	2.34 
	2.94E-08
	1.21E-05
	1.07E-05

	REACTOME_SYNDECAN_INTERACTIONS
	25
	0.76 
	2.33 
	1.38E-06
	3.09E-04
	2.73E-04

	NABA_CORE_MATRISOME
	248
	0.50 
	2.33 
	1.00E-10
	1.23E-07
	1.09E-07

	PID_INTEGRIN1_PATHWAY
	65
	0.61 
	2.33 
	7.66E-08
	2.69E-05
	2.38E-05

	WP_MIR5093P_ALTERATION_OF_YAP1ECM_AXIS
	17
	0.82 
	2.30 
	1.87E-06
	3.83E-04
	3.39E-04

	WP_MIRNA_TARGETS_IN_ECM_AND_MEMBRANE_RECEPTORS
	21
	0.76 
	2.29 
	4.14E-06
	6.78E-04
	5.99E-04

	REACTOME_NON_INTEGRIN_MEMBRANE_ECM_INTERACTIONS
	56
	0.61 
	2.26 
	7.18E-07
	1.85E-04
	1.63E-04

	WP_APOPTOSISRELATED_NETWORK_DUE_TO_ALTERED_NOTCH3_IN_OVARIAN_CANCER
	50
	0.60 
	2.19 
	3.20E-06
	5.62E-04
	4.97E-04

	WP_PHOTODYNAMIC_THERAPYINDUCED_NFKB_SURVIVAL_SIGNALING
	34
	0.65 
	2.19 
	1.01E-05
	1.46E-03
	1.29E-03

	PID_FRA_PATHWAY
	34
	0.65 
	2.18 
	1.24E-05
	1.69E-03
	1.49E-03

	WP_PHOTODYNAMIC_THERAPYINDUCED_HIF1_SURVIVAL_SIGNALING
	36
	0.64 
	2.16 
	1.79E-05
	2.09E-03
	1.85E-03

	NABA_ECM_GLYCOPROTEINS
	171
	0.49 
	2.15 
	2.53E-09
	1.55E-06
	1.37E-06

	KEGG_ECM_RECEPTOR_INTERACTION
	81
	0.55 
	2.14 
	7.51E-07
	1.85E-04
	1.63E-04

	REACTOME_INTERLEUKIN_4_AND_INTERLEUKIN_13_SIGNALING
	104
	0.52 
	2.13 
	3.49E-07
	1.07E-04
	9.49E-05

	WP_DEVELOPMENT_AND_HETEROGENEITY_OF_THE_ILC_FAMILY
	32
	0.60 
	1.99 
	2.34E-04
	1.20E-02
	1.06E-02

	BIOCARTA_IL1R_PATHWAY
	28
	0.60 
	1.89 
	1.18E-03
	3.10E-02
	2.74E-02

	WP_SIGNAL_TRANSDUCTION_THROUGH_IL1R
	30
	0.58 
	1.87 
	8.39E-04
	2.46E-02
	2.17E-02

	KEGG_TGF_BETA_SIGNALING_PATHWAY
	81
	0.46 
	1.79 
	4.66E-04
	1.79E-02
	1.59E-02

	WP_IL18_SIGNALING_PATHWAY
	255
	0.37 
	1.74 
	2.62E-05
	2.58E-03
	2.28E-03


GSEA, Gene Set Enrichment Analysis.

Supplementary Table 3  Results of GSVA for Expression Group
	Pathway
	logFC
	AveExpr
	P.Value
	adj.P.Val

	HALLMARK_GLYCOLYSIS
	-0.11679
	0.00104
	0.022617
	0.16155

	HALLMARK_CHOLESTEROL_HOMEOSTASIS
	-0.13477
	0.002503
	0.035593
	0.222459

	HALLMARK_TGF_BETA_SIGNALING
	-0.15297
	0.011832
	0.017472
	0.148925

	HALLMARK_ANDROGEN_RESPONSE
	-0.15922
	-0.00668
	0.006169
	0.077108

	HALLMARK_ESTROGEN_RESPONSE_LATE
	-0.17418
	-0.02115
	0.001592
	0.02654

	HALLMARK_ANGIOGENESIS
	-0.18284
	-0.01096
	0.017871
	0.148925

	HALLMARK_UV_RESPONSE_DN
	-0.18399
	0.028455
	0.001121
	0.02654

	HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
	-0.22064
	-0.0057
	0.000291
	0.014563


GSVA, Gene Set Variation

Supplementary Fig 1. Differential Gene Expression Analysis and Differential Expression Validation and ROC Curve Analysis

Volcano plot of differentially expressed genes analysis between coronary artery disease (CAD) group and Control group in Combined GEO Datasets. B. Heat map of logFC-ranked TOP10 up-regulated and TOP10 down-regulated differentially expressed genes (DEGs) and gene POSTN in the integrated GEO Datasets (Combined Datasets). C. Group comparison plot of gene POSTN in coronary artery disease (CAD) samples and Control (Control) samples from integrated GEO Datasets (Combined Datasets). D. ROC curves of gene POSTN in the integrated GEO Datasets (Combined Datasets). CAD, Coronary Artery Disease; DEGs, Differentially Expressed Genes; ROC, Receiver Operating Characteristic; AUC, Area Under the Curve; TPR, True Positive Rate; FPR, False Positive Rate. In heat map and group comparison map, green is the Control group and purple is the coronary artery disease (CAD) group. In the heat map, red represents high expression and blue represents low expression. *** represents a p-value < 0.001, which is highly statistically significant. The area under the ROC curve was 0.712[95%CI: 0.621,0.803; <0.001].
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Supplementary Fig2. GSVA Analysis

Group comparison plots (A) and heat map (B) of gene set variation analysis (GSVA) results between Low Expression group and High Expression group of coronary artery disease (CAD) samples in the Combined GEO Datasets. CAD, Breast Cancer; GSVA, Gene Set Variation Analysis. ns stands for p value >0.05, not statistically significant, *** stands for p value < 0.001, very statistically significant, ** stands for p value < 0.01, high statistically significant, * stands for p value < 0.05, statistically significant. Pink represents the Low Expression group and brown represents the High Expression group. The screening criterion for gene set variation analysis (GSVA) was a p-value < 0.05. Blue represents low enrichment and red represents high enrichment in the heat map.
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