Table 1. The siRNA sequences used in this study
	[bookmark: _Hlk223097075]Gene
	Primer sequence (5′-3′)

	Si-MAPK14-#1 F
	CGAGCUCUCCCUUCAUCAA

	Si-MAPK14-#1 R
	UUGAUGAAGGGAGAGCUC G

	Si-MAPK14-#2 F
	CGACAUACAGAUGAUGAAA

	Si-MAPK14-#2 R
	UUUCAUCAUCUGUAUGUCG

	Si-MAPK14-#3 F
	GAGAACUGCGGUUACUUAA

	Si-MAPK14-#3 R
	UUAAGUAACCGCAGUUCUC

	Si-MAP2K3 F
	CAGAAAGGCUACAAUGUCA

	Si-MAP2K3 R
	UGACAUUGUAGCCUUUCUG



Table 2. The primer sequences for miRNA qRT-PCR in this study
	Gene
	Primer sequence (5′-3′)

	Universal Primers R
	CGCTGTCAACGATACGCTACGTAAC

	bta-miR-149-5p F
	ATATCTGGCTCCGTGTCTTCACTCC

	bta-miR-1307 F
	TTATAATTATACTCGGCGTGGCGTCG

	U6 F
	CGAACGCTTCACGAATTTGCGT

	U6 R
	CTCGCTTCGGCAGCACA



Table 3. The primer sequences for qRT-PCR in this study
	Gene
	Primer sequence (5′-3′)
	product (bp)
	RefSeq

	IL1B F
	GTCATCTTCGAAACGTCCTCC
	191
	NM_174093.1

	IL1B R
	TCCTCTCCTTGCACAAAGCTC
	
	

	IL6 F
	ACCCCAGGCAGACTACTTCT
	195
	NM_173923.2

	IL6 R
	CCCAGATTGGAAGCATCCGT
	
	

	IL8 F
	GAAGAGAGCTGAGAAGCAAGATCC
	142
	NM_173925.2

	IL8 R
	ACCCACACAGAACATGAGGC
	
	

	TNF F
	GTCTGCCATCAAGAGCCCTT
	118
	NM_173966.3

	TNF R
	ACTGAGGCGATCTCCCTTCT
	
	

	GAPDH F
	TGGTGAAGGTCGGAGTGAAC
	91
	NM_001034034.2

	GAPDH R
	ATGGCGACGATGTCCACTTT
	
	

	MAPK12 F
	GCCGCTGACCGCTCTCTG
	221
	NM_001098953.1

	MAPK12 R
	AGCTCACAGTCCTCGTTCACAG
	
	

	CAMK2G F
	TTGCCTACATCCGCCTCACC
	110
	NM_001097564.1

	CAMK2G R
	GACATTGAGCCACTTGCCATCC
	
	

	ULK1 F
	AAGGCAGACCTGTGGAGCATC
	118
	NM_001205927.1

	ULK1 R
	CCAGCGTCTTGTTCTTCTCGTAG
	
	

	PRKAB1 F
	CCTTCCGAGCCAGTAGTCACC
	101
	NM_001024558.1

	PRKAB1 R
	[bookmark: OLE_LINK69]GAATCCACCATTAAAGCGTCAAACAC
	
	

	IRAK1 F
	TGGTTGAAGAGGAGGCGGAAG
	108
	NM_001040555.1

	IRAK1 R
	TCTGGGCGGCGACTAGGG
	
	

	MAPK14 F
	TGCTGGAGAAGATGCTTGTATTGG
	100
	NM_001102174.1

	MAPK14 R
	TCGTCGTCAGGATCGTGGTAC
	
	

	Tnf F (Mus)
	CATCTTCTCAAAATTCGAGTGACAA
	175
	NM_013693.3

	Tnf R (Mus)
	TGGGAGTAGACAAGGTACAACCC
	
	

	IL1b F (Mus)
	GGTCAAAGGTTTGGAAGCAG
	94
	NM_008361.4

	IL1b R (Mus)
	TGTGAAATGCCACCTTTTGA
	
	

	Cxcl1 F (Mus)
	CGCTCGCTTCTCTGTGCA
	242
	NM_008176.3

	Cxcl1 R (Mus)
	ATTTTCTGAACCAAGGGAGCT
	
	

	Cxcl2 F (Mus)
	TGCCTGAAGACCCTGCCAAGG
	189
	NM_009140.2

	Cxcl2 R (Mus)
	GTTAGCCTTGCCTTTGTTCAG
	
	

	Ly6g F (Mus)
	TGCCCCTTCTCTGATGGATT
	79
	NM_001310438.1

	Ly6g R (Mus)
	TGCTCTTGACTTTGCTTCTGTGA
	
	

	GAPDH F (Mus)
	[bookmark: OLE_LINK79]TCCCACTCTTCCACCTTCGA
	200
	NM_008084.4

	GAPDH R (Mus)
	AGTTGGGATAGGGCCTCTCTT
	
	


F = forward; R = reverse. RefSeq = ID no. in Reference Sequence curated database, maintained by NCBI.


