Supplementary Files of Transcriptomic analysis reveals both Coxsackievirus B3 Woodruff and GD strain using similar key genes to induce FoxO signaling pathway activation in HeLa cells
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Figure S1：GO and KEGG pathways enrichment of  DEGs from HeLa cells infected with two CVB3 strains compared to HeLa control cells. (A)Plot of the top 30 GO pathways enriched of 73 DEGs from CVB3-W infected HeLa cells compared with controls.(B) Histogram of the top 20 KEGG pathways enriched of 73 DEGs from CVB3-GD infected HeLa cells compared with controls. (C)Plot of the top 30 GO pathways enriched of 396 DEGs from CVB3-GD infected HeLa cells compared with controls.(D) Histogram of the top 20 KEGG pathways enriched of 396 DEGs from CVB3-GD infected HeLa cells compared with controls.
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Figure S2
Figure S2: GO and KEGG pathways enrichment of 58 DEGs from HeLa cells infected with two CVB3 strains compared to HeLa control cells. (A)Plot of the top 30 GO pathways enriched of 58 DEGs from both CVB3-W and CVB3-GD infected HeLa cells compared with controls.(B) Histogram of the top 20 KEGG pathways enriched of 58 DEGs from both CVB3-W and CVB3-GD infected HeLa cells compared with controls.
Table S1. Sequences of the PCR primers used in this study.

	Primers
	Nucleotide sequence (5'–3')
	PCR product length (bp)

	FoxO1
	F-GATGGCCCCGCGAAGTTAAG
	155

	
	R- TCCGAGATTTGGGGGAACGA
	

	FoxO3
	F-TCACGCACCAATTCTAACGC
	106

	
	R-CACGGCTTGCTTACTGAAGG
	

	FoxO4
	F-AAGGAGACGTTCGGTGATGG
	155

	
	R-AGCCTGTAGCCTCAAAGCTC
	

	FoxO6
	F-AAGAACTCCATCCGGCACAAC
	117

	
	R-CTTCCCTGTCTTTCCGCCCT
	

	Bcl6
	F-ATCAACCCTGAGGGATTCTGC
	199

	
	R-GGAACTCTTCACGAGGAGGC
	

	CCNG2
	F-TGCGAGACAGGTTTGGAAGC
	124

	
	R-TTCATGACCTGCCAAGTGCT
	

	GADD45B
	F-CAGAAGATGCAGACGGTGAC
	185

	
	R-AAGTGGATTTGCAGGGCGAT
	

	ATG12
	F-ACTAACGTTCAGAGGTCTGCG
	165

	
	R-CACTCGAGAGCGGAAGTAGC
	

	GABARAPL1
	F-AGTGCCCTCTGACCTTACTGT
	158

	
	R-GTGCAACCAGAACCATTACCTC
	

	GABARAP
	F-AGAAGAGCATCCGTTCGAGAA
	116

	
	R-CCAGGTCTCCTATCCGAGCTT
	

	SOD2
	F-GGCTCCGGTTTTGGGGTATC
	225

	
	R-AGTGCAGGCTGAAGAGCTATC
	

	RIOK3
	F-AATATGATGCACAGCTTAGGCG
	147

	
	R-ATCACGAGTATCCTGCCAGTC
	

	PIM1
	F-CTCAGTTGTCCTCCGACTCGC
	189

	
	R-ACAAGAGCATCCCAACCTCCA
	

	Primers
	Nucleotide sequence (5'–3')
	PCR product length (bp)

	KLF10
	F-GCTCAACTTCGGTGCCTCTC
	154

	
	R-CCAACTGCAGCTCATTGACAT
	

	OTUD3
	F-TGGAGGGACACTCACGAAATC
	128

	
	R-CAAACTGGCCACATGCTTCTC
	

	RBM15
	F-GGAGACGACCTCCGACGAC
	127

	
	R-CAGAGCCCCCTAACTTCTTGC
	

	SRF
	F-GCGATAGCGGCACTAGCA
	137

	
	R-CCAGCTTGGGTCGGTAACA
	

	XPO1
	F-CGGTGCCTGTTCCAGTCTTT
	112

	
	R-AAGGCTCGCCTAAACTTTCC
	

	YOD1
	F-TCTTTTACAGTGGAGGGGCTG
	113

	
	R-GGGTATCCGACGAGGATTCG
	

	EDN1
	F-CGCTGCCTTTTCTCCCCGTTA
	231

	
	R-GCGCCTAAGACTGCTGTTTCT
	

	CYBA
	F-CATCACCGGGGGCATCGT
	192

	
	R-CTGGTAAAGGGCCCGAACAG
	

	GADPH
	F-GCACCGTCAAGGCTGAGAAC
	138

	
	R-TGGTGAAGACGCCAGTGGA
	


Figure S3
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Figure S3: Western blot results of CVB3 VP1 and Actin protein levels in CVB3 infected and uninfected HeLa cells. (A) Western blot detection of VP1 protein expressed in HeLa cells infected with CVB3-W strain (MOI=10) for 2, 4 and 6hpi. (B) Western blot detection of Actin protein expressed in HeLa cells infected with CVB3-W strain (MOI=10) for 2, 4 and 6hpi.(C) Western blot detection of VP1 protein expressed in HeLa cells infected with CVB3-GD strain (MOI=7) for 2, 4 and 6hpi. (D) Western blot detection of Actin protein expressed in HeLa cells infected with CVB3-GD strain (MOI=7) for 2, 4 and 6hpi. In each blot, the first two bands were samples collected in 2hpi, the second two bands were samples collected in 4hpi and the last two bands were samples collected in 6hpi. In each time point, the first band represents the result of control HeLa cells and the second band represents the result of infected HeLa cells of respective CVB3 strains. Figure S3 shows the complete blot graph of Figure 1.
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