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Supplementary Table 1. Primer sequences used for RT-qPCR.
gene primer sequences

hIFNB-F GCTTGGATTCCTACAAAGAAGCA
hIFNB-R ATAGATGGTCAATGCGGCGTC
ml11b—F AGTTGACGGACCCCAAA

mI11b—R TCTTGTTGATGTGCTGCTG

ml16-F CTGCAAGAGACTTCCATCCAG

mI16-R  AGTGGTATAGACAGGTCTGTTGG
mlfnb—F TCCGAGCAGAGATCTTCAGGAA
mlfnb—R TGCAACCACCACTCATTCTGAG
hACTB-F CCTGGCACCCAGCACAAT

hACTB-R GCCGATCCACACGGAGTACT

mActb—F GGCTGTATTCCCCTCCATCG

mActb—R CCAGTTGGTAACAATGCCATGT
mNos2_F GTTCTCAGCCCAACAATACAAGA
mNos2_F GTGGACGGGTCGATGTCAC
mPtgs2_FTTCAACACACTCTATCACTGGC
mPtgs2_FAGAAGCGTTTGCGGTACTCAT
mLta_F CCACCTCTTGAGGGTGCTTG
mLta_ R CATGTCGGAGAAAGGCACGAT



	Figure
	SFigure 1
	SFigure 2
	SFigure 3
	SFigure 4

	Figure
	SFigure 5

	STable

