Table S3: The functional analyses of up regulated genes to identify the top 10 GO terms. 
	Category
	Term
	Gene Count
	Overlapped Gene
	P Value

	GO_MF
	Protein kinase activity
	6
	CDK19, RNASEL, BMP2K, STK38L, GRK3, GTF2H1
	0.02062117

	GO_MF
	N-acylphosphatidylethanolamine-specific phospholipase D activity
	2
	PLD1, NAPEPLD
	0.02172936

	GO_MF
	N,N-dimethylaniline monooxygenase activity
	2
	FMO2, FMO6P
	0.02601901

	GO_CC
	Nucleoplasm
	20
	PPP4R3B, CARD8, PPHLN1, ZNF260, ZBED8, IVNS1ABP, SKAP2, CBX7, RAD50, GTF2H1, HDAC4, HSPH1, DDX17, SYTL4, BMP2K, KDM5A, THOC2, KPNB1, ERCC4, IP6K2
	0.02684999

	GO_MF
	Single-stranded DNA endodeoxyribonuclease activity
	2
	ERCC4, RAD50
	0.03029009

	GO_MF
	Zinc ion binding
	11
	TRIM4, RBM4B, HDAC4, NAPEPLD, PHF14, TRIM13, SIRT5, KDM5A, KPNB1, ZSWIM3, MORC2
	0.03084729

	GO_BP
	Transcription, DNA-templated
	15
	MAF, ZNF818P, CREBZF, PPHLN1, ZNF610, ZNF260, CBX7, GTF2H1, ZNF718, HDAC4, DDX17, ZSCAN31, ZNF248, ZNF404, KMT5B
	0.04039687

	GO_MF
	Syntaxin binding
	3
	SYTL4, SYTL5, TXLNGY
	0.04491529

	GO_CC
	Cytoplasm
	31
	STK38, TRIM13, ARHGAP18, DENND2D, SKAP2, IVNS1ABP, CBX7, TRIM4, HSPH1, KDM5A, KPNB1, STK38L, PPP4R3B, MAF, CARD8, PPHLN1, ZNF260, HERC4, GTF2A1L, ZBED8, XRRA1, MORC2, HDAC4, C1ORF116, NAPEPLD, ATG4C, LYST, SYTL4, PCMTD1, LRCH3, INPP4B
	0.04614667

	GO_BP
	Protein phosphorylation
	6
	CDK19, RNASEL, STK38, BMP2K, STK38L, GRK3
	0.04823305






Table S4: The functional analyses of down regulated genes to identify the top 10 GO terms. 
	Category
	Term
	Gene Count
	Overlapped Gene
	P Value

	GO_BP
	Protein ubiquitination involved in ubiquitin-dependent protein catabolic process
	7
	ARIH2, AREL1, CUL4A, WWP2, UBE3C, NEDD4L, CUL1
	7.22E-05

	GO_MF
	Ubiquitin-protein transferase activity
	9
	KBTBD2, ARIH2, AREL1, WWP2, SKP2, RC3H2, UBE3C, NEDD4L, CUL1
	1.50E-04

	GO_BP
	Protein polyubiquitination
	7
	ARIH2, PSMD11, SKP2, RC3H2, UBE3C, NEDD4L, CUL1
	1.98E-04

	GO_CC
	Nucleoplasm
	25
	C9ORF72, RAD23B, ING3, PPARD, MED23, ELK4, MIER1, RPP30, RC3H2, ETNK1, HNRNPC, NEDD4L, CUL1, TFDP1, OPA1, PCIF1, SKP2, SEL1L3, MED13, CELSR1, HMGA2, CUL4A, PSMD11, UBA2, MPHOSPH6
	0.0013417

	GO_MF
	Ubiquitin protein ligase activity
	6
	CDC42, ARIH2, CUL4A, WWP2, SKP2, CUL1
	0.0018374

	GO_BP
	Proteasome-mediated ubiquitin-dependent protein catabolic process
	6
	RAD23B, CUL4A, PSMD11, WWP2, NEDD4L, CUL1
	0.0024004

	GO_MF
	Protein binding
	53
	C9ORF72, MTSS1, PPARD, MED23, AUNIP, KIF13A, CDC42, TAF5L, MIER1, WWP2, RPP30, SYNJ2, QKI, SLC22A5, ASPH, CUL1, SPTLC1, OPA1, SKP2, PATJ, HMGA2, ZBTB24, MTMR12, DCUN1D1, NRL, EIF5A2, PARVB, RAD23B, NUP160, LARP1B, UBE3C, ARIH2, ELK4, LANCL2, ABCD3, ETNK1, HNRNPC, NEDD4L, TCF25, RHOBTB3, TFDP1, WDFY3, OTULIN, IREB2, C10ORF76, MYO10, ARMC8, CUL4A, PSMD11, UBA2, ARAF, HSPA14, MPHOSPH6
	0.0090551

	GO_BP
	Ubiquitin-dependent protein catabolic process
	5
	ARIH2, CUL4A, PSMD11, SKP2, CUL1
	0.0097749

	GO_CC
	Intercellular bridge
	3
	USB1, C9ORF72, PCIF1
	0.0175211

	GO_BP
	Protein ubiquitination
	6
	CDC42, KBTBD2, ARIH2, WWP2, NEDD4L, CUL1
	0.0245197





Table S5: KEGG pathway analysis for up- and down regulatory DEGs
	DEGs Category
	[bookmark: RANGE!A1:D2]Term
	Gene Count
	Overlapped Gene
	P Value

	Up regulatory
	Glutamatergic synapse
	3
	TRPC1, PLD1, GRK3
	0.0156

	
	Basal transcription factors
	2
	GTF2H1, GTF2A1L
	0.0184

	
	Nucleotide excision repair
	2
	GTF2H1,ERCC4
	0.02

	Down regulatory
	Ubiquitin mediated proteolysis
	8
	CUL4A, WWP2, UBA2, SKP2, UBE3C, NEDD4L, CUL1, HERC3
	3.98E-05

	
	Nucleotide excision repair
	2
	CUL4A, RAD23B
	0.0221

	
	Cell cycle
	3
	CUL1, SKP2, TFDP1
	0.0225

	
	Acute myeloid leukemia
	2
	PPARD, ARAF
	0.0414

	
	Staphylococcus aureus infection
	2
	DEFB4B, DEFB4A
	0.0437

	
	Renal cell carcinoma
	2
	ARAF, CDC42
	0.0448



