Table S1. AUC of the shared 40 differentially expressed genes in IA

	Gene
	CTL-vs-UIA
	CTL-vs-UIA
	UIA-vs-RIA

	TNFRSF19
	1
	1
	0.98

	FBXO38
	1
	1
	0.93

	SLC26A10
	0.96
	1
	0.93

	P2RX6
	0.94
	0.99
	0.93

	C11orf24
	0.98
	1
	0.93

	RORC
	1
	1
	0.95

	CEACAM8
	1
	1
	0.85

	SCRN2
	1
	1
	0.85

	DEFB125
	1
	1
	0.78

	CUZD1
	0.92
	0.99
	0.78

	LCE2D
	0.94
	1
	0.9

	MAP1LC3B
	0.92
	0.99
	0.75

	MYO1E
	0.96
	1
	0.85

	ADCYAP1
	1
	1
	0.9

	TMCO1
	0.92
	0.99
	0.75

	CYP11B1
	0.96
	1
	0.85

	MYL9
	0.94
	0.98
	0.85

	SLITRK1
	0.94
	0.99
	0.78

	GSG1
	0.8
	0.98
	0.88

	SEMA5A
	1
	1
	0.85

	ELMO2
	0.9
	0.98
	0.83

	AATK
	0.96
	0.95
	0.88

	PDCD7
	1
	1
	0.88

	SERPINB2
	0.78
	0.99
	0.83

	JAKMIP1
	1
	1
	0.9

	GTF2H4
	0.94
	0.99
	0.83

	C15orf34
	0.82
	1
	0.9

	ZNF45
	0.98
	0.98
	0.88

	YPEL4
	0.82
	0.98
	0.83

	LOC100131642
	0.98
	0.99
	0.88

	TUBA1C
	1
	0.99
	0.8

	HIST1H2BA
	0.98
	1
	0.83

	CASR
	0.98
	1
	0.9

	ADAMTS3
	0.94
	1
	0.8

	CENPI
	1
	1
	0.85

	PTGR2
	0.98
	0.99
	0.83

	CDCP1
	0.88
	1
	0.78

	TPSD1
	0.96
	1
	0.88

	LOC154822
	0.98
	0.99
	0.85

	MAP3K9
	0.92
	0.98
	0.83


Abbreviations: AUC, area under curve; CTL, control group; IA, intracranial aneurysm; UIA, unruptured intracranial aneurysm; RIA, ruptured intracranial aneurysm. 

Figures
Figure S1. Principal component analysis of GSE54083 dataset.[image: image1.png]Dim2 (9.8%)

Individuals - PCA

200-

100-

°
1

-100-

-200-

-100

Dim1 (27%)

100





Figure S2. Function enrichment analysis using GSEA(top) and GSVA (bottom). (A) and (D) KEGGenrichment analysis and differencesof Hallmark pathways between UIAs and controls. (B) and (E) KEGGenrichment analysis and differences of Hallmark pathways between RIAs and controls.(C) and (F) KEGGenrichment analysis and differences of Hallmark pathways between RIAs and UIAs.
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Figure S3. (A) Identification of outliers. (B) Check of the optimal values of soft threshold to construct a scale free topology. (C) Heat map of 400 genes randomly selected in different modules. (D) Scatterplot of black module.(E) Scatterplot of dark red module.(D) Scatterplot of blue module.
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Figure S4. TheTF-miRNA-Gene regulatory network of six hub genes. The circle represents the hub genes. The triangle represents the miRNAs. The diamond represents the TFs.
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Figure S5. The potential drugs or components target hub genes.
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