Table S1 Cerebral ischemic stroke (CIS) dataset information list

	
	GSE22255
	GSE58294
	GSE16561

	Platform
	GPL570
	GPL570
	GPL570

	Species
	Homo sapiens
	Homo sapiens
	Homo sapiens

	Samples in Normal group
	20
	23
	24

	Samples in CIS group
	20
	69
	39

	Reference
	[2]
	[3]
	[4]
























Table S2 377cell senescence-related genes list.

	TP53
	CDKN2A
	CDKN1A
	SIRT1
	RSL1D1
	TERT
	RB1
	PML
	SIRT6
	MAPK14
	TBX2

	ATM
	TERF2
	BMI1
	CDK2
	LMNA
	CDKN1B
	E2F1
	EZH2
	ID1
	NUAK1
	MDM2

	MAPK1
	IL6
	WRN
	SP1
	PTEN
	CDK6
	PHB1
	YPEL3
	CDK4
	CGAS
	UBN1

	LMNB1
	TBX3
	MYC
	H2AX
	HMGA2
	JUN
	MTOR
	ZNF277
	IFI16
	IGFBP7
	POT1

	STAT3
	MAPK3
	CAV1
	CSNK2A1
	ZKSCAN3
	CDKN2B
	ING1
	CXCL8
	ULK3
	HIRA
	RELA

	NFKB1
	PNPT1
	KDM6B
	HRAS
	UBTD1
	SIRT7
	IL1A
	TERF1
	TGFB1
	CCNA2
	FOS

	RBL2
	TWIST1
	RBL1
	RXRA
	MAPK8
	MAPK10
	RNF114
	FOXO1
	MRE11
	ASF1A
	ETS1

	IGF1
	MDM4
	HSPA9
	ACD
	H1-4
	BRAF
	AKT1
	NOX4
	FBXO5
	HDAC1
	TINF2

	NPM1
	TXN
	LBR
	EP300
	PRKAA1
	HSPA4
	RBBP4
	FOXM1
	SMARCB1
	MAP3K5
	SRF

	SELENOH
	NFE2L2
	UBC
	FOXO3
	H4C16
	BACH1
	TP63
	FZR1
	IFNB1
	TAGLN
	PARP1

	CCND1
	MAP2K4
	IGFBP5
	HMGA1
	HSF1
	EP400
	MAPK9
	MAPKAPK5
	NOS3
	PPARG
	H3-3A

	CABIN1
	CDK1
	KNDC1
	KIR2DL4
	PIM1
	NBN
	PRKCD
	MAP2K3
	MAPK11
	STAT1
	IFNG

	OPA1
	CLU
	DNM1L
	EGF
	ETS2
	GLB1
	H4C1
	KRAS
	RARB
	TCF7L1
	UBE2D1

	CCNE2
	CPT1C
	TGFB1I1
	DUSP6
	MAP2K6
	JUNB
	KAT5
	CHEK2
	MAGEA2B
	MAGEA2
	SMC5

	SMC6
	PHB2
	VENTX
	EGFR
	CDK5
	ELAVL1
	HNRNPA1
	AAK1
	ABI3
	ACLY
	ADCK5

	AGT
	AKR1B1
	ALOX15B
	AR
	ARPC1B
	ASPH
	ATF7IP
	AURKA
	AXL
	BAG3
	BCL6

	BHLHE40
	BLK
	BLVRA
	BRCA1
	BRD7
	BTG3
	CAVIN1
	CBX7
	CBX8
	CDK18
	CDK2AP1

	CDKN1C
	CDKN2AIP
	CEBPB
	CENPA
	CHEK1
	CKB
	CPEB1
	CSNK1A1
	CTNNAL1
	CXCL1
	CYR61

	DDB2
	DEK
	DGCR8
	DHCR24
	DHX9
	DLX2
	DPY30
	DUSP16
	DUSP3
	EHF
	ENDOG

	EPHA3
	ERRFI1
	EWSR1
	FASTK
	FBXO31
	FXR1
	G6PD
	GAPDH
	GATA4
	GKN1
	GNG11

	GRK6
	HDAC4
	HEPACAM
	HIVEP1
	HJURP
	HK3
	HMGB1
	HSPA5
	HSPB2
	ID4
	IGFBP1

	IGFBP3
	IGFBP6
	ING2
	IRF3
	IRF5
	IRF7
	ITGB4
	ITPK1
	ITPKB
	ITSN2
	KCNJ12

	KDM4A
	KDM5B
	KIAA1524
	KL
	KSR2
	LATS1
	LEO1
	LGALS3
	LIMA1
	LIMK1
	MAD2L1

	MAGOH
	MAGOHB
	MAP2K1
	MAP2K2
	MAP2K7
	MAP3K6
	MAP3K7
	MAP4K1
	MAPK12
	5-Mar
	MAST1

	MATK
	MCL1
	MCRS1
	MDH1
	MECP2
	MMP9
	MOB3A
	MORC3
	MORF4
	MVK
	MXD4

	MYLK
	NADK
	NANOG
	NDRG1
	NEK1
	NEK4
	NEK6
	NINJ1
	NOTCH3
	NR2E1
	NTN4

	OTX2
	P3H1
	PAK4
	PATZ1
	PBRM1
	PCGF2
	PDCD10
	PDIK1L
	PDPK1
	PDZD2
	PEBP1

	PEX19
	PIAS4
	PIK3C2A
	PIK3R5
	PKM
	PLA2R1
	PMVK
	POU5F1
	PPM1B
	PPM1D
	PRKCH

	PRMT6
	PROX1
	PRPF19
	PSMB5
	PSMD14
	PTTG1
	RAD21
	RAF1
	RBP2
	RBX1
	RNASEL

	RPS6KA6
	RUNX1
	RUVBL2
	SENP1
	SENP2
	SENP7
	SERPINE1
	SFN
	SGK1
	SIK1
	SIN3B

	SIX1
	SLC13A3
	SLC16A7
	SMARCA4
	SMG1
	SMURF2
	SNAI1
	SOCS1
	SOD1
	SORBS2
	SOX2

	SOX5
	SPIN1
	SPOP
	SRC
	SREBF1
	SRSF1
	STAT5B
	STK32C
	STK40
	SUPT5H
	SYK

	TACC3
	TERC
	TFAP4
	TFDP1
	TLR3
	TMSB4X
	TNFSF13
	TNFSF15
	TOP1
	TPR
	TRIM28

	TRPM8
	TXNIP
	TYK2
	USP1
	VEGFA
	WNT16
	WNT2
	WT1
	WWP1
	XAF1
	YAP1

	ZFP36
	ZMAT3
	ZNF148
	
	
	
	
	
	
	
	
























Table S3 GSEA analysis of merged dataset.

	Description
	setSize
	enrichmentScore
	NES
	 P value
	P.adjust
	q values

	WP_SENESCENCE_AND_AUTOPHAGY_IN_CANCER
	101
	0.374871283
	1.524457974
	0.006711409
	0.255938697
	0.244634575

	WP_OXIDATIVE_STRESS
	33
	0.57074478
	1.846457652
	0.004210526
	0.202819345
	0.193861361

	WP_GENOTOXICITY_PATHWAY
	54
	0.469381325
	1.681197609
	0.006451613
	0.251397849
	0.240294284

	BIOCARTA_IL1R_PATHWAY
	30
	0.621340931
	1.959348284
	0.002132196
	0.170706776
	0.163167118

	REACTOME_FATTY_ACIDS
	14
	0.759945482
	1.976558895
	0.002074689
	0.170706776
	0.163167118

	KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
	60
	0.458881763
	1.678747526
	0.002105263
	0.170706776
	0.163167118

	BIOCARTA_IL1R_PATHWAY
	30
	0.621340931
	1.959348284
	0.002132196
	0.170706776
	0.163167118

	REACTOME_NEUROTRANSMITTER_RELEASE_CYCLE
	49
	0.577446514
	2.022731909
	0.002132196
	0.170706776
	0.163167118

	WP_COMPLEMENT_AND_COAGULATION_CASCADES
	57
	0.528830476
	1.905195745
	0.002132196
	0.170706776
	0.163167118

	WP_MONOAMINE_TRANSPORT
	30
	0.623231445
	1.965309869
	0.002132196
	0.170706776
	0.163167118

	REACTOME_ACTIVATION_OF_MATRIX_METALLOPROTEINASES
	31
	0.60221185
	1.913962437
	0.002136752
	0.170706776
	0.163167118

	REACTOME_INTERLEUKIN_10_SIGNALING
	43
	0.632568703
	2.156687311
	0.002164502
	0.170706776
	0.163167118

	KEGG_COMPLEMENT_AND_COAGULATION_CASCADES
	67
	0.516384523
	1.938802965
	0.002173913
	0.170706776
	0.163167118

	PID_UPA_UPAR_PATHWAY
	41
	0.563026523
	1.899466714
	0.002183406
	0.170706776
	0.163167118

	KEGG_OLFACTORY_TRANSDUCTION
	108
	0.555183545
	2.292190595
	0.002207506
	0.170706776
	0.163167118























Table S4 GSVA analysis of merged dataset.

	
	logFC
	AveExpr
	t
	P.Value
	adj.P.Val

	HALLMARK_DNA_REPAIR
	0.194024443
	0.002839147
	4.945402646
	1.92E-06
	9.60E-05

	HALLMARK_INFLAMMATORY_RESPONSE
	-0.190503653
	0.006698782
	-4.541325703
	1.10E-05
	0.000158628

	HALLMARK_COMPLEMENT
	-0.178477966
	-0.005264745
	-4.537302946
	1.12E-05
	0.000158628

	HALLMARK_MYC_TARGETS_V2
	0.241403212
	0.02363589
	4.507481321
	1.27E-05
	0.000158628

	HALLMARK_GLYCOLYSIS
	-0.14592776
	-0.002802878
	-4.083938145
	7.01E-05
	0.000701002

	HALLMARK_COAGULATION
	-0.163737131
	-0.010990477
	-3.854892822
	0.000167945
	0.001399539

	HALLMARK_IL6_JAK_STAT3_SIGNALING
	-0.165951484
	-0.009745001
	-3.572944502
	0.000467963
	0.003018263

	HALLMARK_KRAS_SIGNALING_DN
	-0.130828335
	-0.000742059
	-3.561833618
	0.000486677
	0.003018263

	HALLMARK_ANDROGEN_RESPONSE
	-0.149650687
	0.008243741
	-3.530516291
	0.000543287
	0.003018263

	HALLMARK_MYC_TARGETS_V1
	0.165676315
	0.016906198
	3.084074649
	0.00240967
	0.012048351

	HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
	-0.106197855
	-0.003753173
	-2.835977074
	0.005165299
	0.02347863

	HALLMARK_ESTROGEN_RESPONSE_LATE
	-0.093577297
	-0.008718429
	-2.615845562
	0.009761268
	0.04067195

	HALLMARK_TNFA_SIGNALING_VIA_NFKB
	-0.146525431
	-0.003033311
	-2.585677121
	0.01061936
	0.040843694

	HALLMARK_ANGIOGENESIS
	-0.126611953
	0.001753481
	-2.537589873
	0.012127698
	0.043313209

	HALLMARK_UV_RESPONSE_UP
	0.101721609
	0.015633579
	2.503077053
	0.01332556
	0.044418533











































Table S5 GO enrichment analysis of CSRDEGs.

	Ontology
	ID
	Description
	GeneRatio
	BgRatio
	P value
	P.adjust

	BP
	GO:0090398
	cellular senescence
	21/145
	91/18800
	1.34e-25
	4.7e-22

	BP
	GO:0044772
	mitotic cell cycle phase transition
	28/145
	440/18800
	5.02e-18
	8.81e-15

	BP
	GO:1901987
	regulation of cell cycle phase transition
	25/145
	415/18800
	1.32e-15
	1.55e-12

	BP
	GO:0007346
	regulation of mitotic cell cycle
	26/145
	478/18800
	3.84e-15
	3.37e-12

	BP
	GO:1901990
	regulation of mitotic cell cycle phase transition
	22/145
	321/18800
	5.58e-15
	3.92e-12

	CC
	GO:0005667
	transcription regulator complex
	24/145
	483/19594
	1.46e-13
	3.98e-11

	CC
	GO:0070603
	SWI/SNF superfamily-type complex
	9/145
	86/19594
	1.47e-08
	1.63e-06

	CC
	GO:1904949
	ATPase complex
	9/145
	88/19594
	1.8e-08
	1.63e-06

	CC
	GO:0090575
	RNA polymerase II transcription regulator complex
	12/145
	230/19594
	1.47e-07
	9.99e-06

	CC
	GO:0005819
	spindle
	15/145
	402/19594
	3.12e-07
	1.7e-05

	MF
	GO:0140297
	DNA-binding transcription factor binding
	29/146
	470/18410
	5.77e-18
	2.16e-15

	MF
	GO:0004712
	protein serine/threonine/tyrosine kinase activity
	28/146
	446/18410
	1.48e-17
	2.76e-15

	MF
	GO:0004674
	protein serine/threonine kinase activity
	27/146
	430/18410
	5.95e-17
	7.42e-15

	MF
	GO:0106310
	protein serine kinase activity
	24/146
	360/18410
	9.99e-16
	9.35e-14

	MF
	GO:0061629
	RNA polymerase II-specific DNA-binding transcription factor binding
	23/146
	348/18410
	5.04e-15
	3.77e-13











































Table S6 KEGG pathway analysis of CSRDEGs.

	Ontology
	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust

	KEGG
	hsa04218
	Cellular senescence
	25/102
	156/8164
	1.87e-21
	3.84e-19

	KEGG
	hsa05161
	Hepatitis B
	24/102
	162/8164
	9.06e-20
	9.33e-18

	KEGG
	hsa05167
	Kaposi sarcoma-associated herpesvirus infection
	25/102
	194/8164
	4.63e-19
	3.18e-17

	KEGG
	hsa05219
	Bladder cancer
	14/102
	41/8164
	2.4e-17
	1.24e-15

	KEGG
	hsa05417
	Lipid and atherosclerosis
	24/102
	215/8164
	7.77e-17
	2.77e-15































Table S7 The interaction relationships between 3 key genes (mRNA) (CSNK2A1, HJURP, MAP2K6) and 23 miRNA molecules.

	node1
	node2

	CSNK2A1
	hsa-miR-3617-5p

	CSNK2A1
	hsa-miR-641

	CSNK2A1
	hsa-miR-766-5p

	CSNK2A1
	hsa-miR-143-3p

	CSNK2A1
	hsa-miR-331-3p

	CSNK2A1
	hsa-miR-6884-5p

	CSNK2A1
	hsa-miR-485-5p

	CSNK2A1
	hsa-miR-4640-3p

	CSNK2A1
	hsa-miR-1252-5p

	CSNK2A1
	hsa-miR-216b-5p

	CSNK2A1
	hsa-miR-4424

	CSNK2A1
	hsa-miR-588

	CSNK2A1
	hsa-miR-330-5p

	CSNK2A1
	hsa-miR-194-5p

	CSNK2A1
	hsa-miR-516b-5p

	CSNK2A1
	hsa-miR-4319

	CSNK2A1
	hsa-miR-486-5p

	HJURP
	hsa-miR-5688

	MAP2K6
	hsa-miR-425-5p

	MAP2K6
	hsa-miR-186-5p

	MAP2K6
	hsa-miR-3918

	MAP2K6
	hsa-miR-664b-3p

	MAP2K6
	hsa-miR-579-3p


















Table S8 The interaction relationships between 3 key genes (mRNA) (CSNK2A1, HJURP, MAP2K6) and 64 related TF.

	node1
	node2

	CSNK2A1
	AR

	CSNK2A1
	ATF3

	CSNK2A1
	BHLHE40

	CSNK2A1
	BRD2

	CSNK2A1
	BRD4

	CSNK2A1
	CBX3

	CSNK2A1
	CEBPA

	CSNK2A1
	CEBPB

	CSNK2A1
	CREB1

	CSNK2A1
	EHF

	CSNK2A1
	ELF1

	CSNK2A1
	ELK4

	CSNK2A1
	EP300

	CSNK2A1
	ERG

	CSNK2A1
	ETS1

	CSNK2A1
	ETV1

	CSNK2A1
	FLI1

	CSNK2A1
	FOXA1

	CSNK2A1
	FOXP1

	CSNK2A1
	GABPA

	CSNK2A1
	GTF2B

	CSNK2A1
	GTF2I

	CSNK2A1
	HDAC1

	CSNK2A1
	HDAC2

	CSNK2A1
	IRF1

	CSNK2A1
	JUN

	CSNK2A1
	JUNB

	CSNK2A1
	KLF4

	CSNK2A1
	KLF5

	CSNK2A1
	MAZ

	CSNK2A1
	MECOM

	CSNK2A1
	NR2F2

	CSNK2A1
	PHF8

	CSNK2A1
	POLR2A

	CSNK2A1
	RBPJ

	CSNK2A1
	REPIN1

	CSNK2A1
	RUNX1T1

	CSNK2A1
	SETDB1

	CSNK2A1
	SP1

	CSNK2A1
	SP4

	CSNK2A1
	SPI1

	CSNK2A1
	SREBF1

	CSNK2A1
	TBP

	CSNK2A1
	TCF12

	CSNK2A1
	TCF21

	CSNK2A1
	TCF3

	CSNK2A1
	TFAP4

	CSNK2A1
	VEZF1

	CSNK2A1
	WDR5

	CSNK2A1
	YY1

	CSNK2A1
	ZNF143

	HJURP
	E2F1

	HJURP
	EP300

	HJURP
	ERG

	HJURP
	ESR2

	HJURP
	ETS1

	HJURP
	FOXM1

	HJURP
	GABPA

	HJURP
	GATA1

	HJURP
	HDAC1

	HJURP
	HDAC2

	HJURP
	IRF1

	HJURP
	KLF4

	HJURP
	KLF5

	HJURP
	LMNB1

	HJURP
	MAX

	HJURP
	MAZ

	HJURP
	MYOD1

	HJURP
	NR2F2

	HJURP
	BRD2

	HJURP
	BRD4

	HJURP
	RNF2

	HJURP
	SETDB1

	HJURP
	WDR5

	HJURP
	CDK9

	HJURP
	CREB1

	HJURP
	CTCF

	MAP2K6
	HDAC2

	MAP2K6
	SPI1

	MAP2K6
	TFAP4

	MAP2K6
	AR

	MAP2K6
	BRD2

	MAP2K6
	CEBPA

	MAP2K6
	CEBPB

	MAP2K6
	CREBBP

	MAP2K6
	EP300

	MAP2K6
	ERG

	MAP2K6
	ETS1

	MAP2K6
	FLI1

	MAP2K6
	FOXA1

	MAP2K6
	FOXA2

	MAP2K6
	GABPA

	MAP2K6
	GATA3




