Neutrophil Extracellular Trap-Related Genes in NAFLD: Biomarkers and Therapeutic Targets
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[bookmark: OLE_LINK2]Supplementary Table 1 GEO Microarray Chip Information
	
	GSE89632
	GSE37031
	GSE48452

	Platform
	GPL14951
	GPL14877
	GPL11532

	Species
	Homo sapiens
	Homo sapiens
	Homo sapiens

	Tissue
	Liver
	Liver
	Liver

	Samples in NAFLD group
	39
	8
	32

	Samples in Control group
	24
	7
	14

	Reference
	PMID: 25581263
PMID: 35166723
	PMID: 23492103
	PMID: 23931760


GEO，Gene Expression Omnibus；NAFLD，Non-Alcoholic Fatty Liver Disease
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[bookmark: OLE_LINK1]Supplementary Fig.1 Batch Effects Removal of GSE89632, GSE37031 and GSE48452
(A)Box plot showing the distribution of gene-expression values for the combined GEO data sets (GSE89632, GSE37031 and GSE48452) prior to batch-effect correction. (B) Box plot illustrating the distribution of gene expression across combined GEO datasets after batch effect removal. (C) 3D PCA plot of combined datasets before debatching. (D) 3D PCA plot of combined datasets after debatching. PCA, Principal Component Analysis; 
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Supplementary Fig.2 Differential Gene Expression Analysis and GSEA for Risk Group
(A) Volcano plot of differentially expressed genes analysis between high risk and low risk groups in NAFLD samples. (B) Heatmap of logFC ranked top10 up-regulated and top10 down-regulated differentially expressed genes in the high risk and low risk groups of NAFLD samples. (C)GSEA mountain map of 4 biological functions in NAFLD samples. (D-G) The enrichement pathway of GSEA in high risk of NAFLD. NAFLD, Non-Alcoholic Fatty Liver Disease; GSEA, Gene Set Enrichment Analysis. 
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Supplementary Fig.3 GSVA for Risk Group
Heat map (A) and group comparison map (B) of GSVA results between the low-risk and high-risk groups of NAFLD samples from the Combined GEO Datasets. NAFLD, Non-Alcoholic Fatty Liver Disease; GSVA, Gene Set Variation Analysis. *P < 0.05; **P < 0.01,***P < 0.001. 
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Supplementary Fig.4 Protein Structure of Model Genes
The protein domains of model genes TLR7 (A), LDLR (B), CCL2 (C), S100A8 (D), PADI4 (E), F3 (F), CD274 (G) and NFIL3 (H). 
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