Table S4: Sequence, amplicon size and effieciencies of qPCR primers 
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	Gene name
	5’ primer
	3’ primer
	Amplicon sizea
	Efficiency (%)b

	BTN3A3
	TCCCTCTTCTTGGTCCAGCTGCT
	CACCATGGCCAGGATGGGCC
	84
	109.97

	Ddx58 (RigI)
	AGACCACATCCCAAGCCAAAG
	ACATGGATTCCCCAGTCATGG
	98
	85.33

	GAPDH
	ATCTTCTTTTGCGTCGCCAG
	ACGACCAAATCCGTTGACTCC
	82
	106.02

	GBP2
	TTTCACCCTGGAACTGGAAG
	TGCACAACCGAGGATCATTA
	125
	90.84

	ID2
	ATCCCCCAGAACAAGAAGGT
	ATAGTGGGATGCGAGTCCAG
	98
	123.47

	IFIT2
	ATTGCACTGCAACCATGAGTG
	TCCCTCCATCAAGTTCCAGGT
	95
	99.82

	MAP2
	TCCTGCACCCTTTGGTGTTGCA
	GGACCCACCCCCACAAACTCC
	237
	99.53

	MMP7
	TGGAATGTTAAACTCCCGCGT
	GCCCCACATGTTTAAAGCCTT
	199
	98.13

	STAT2
	GGAATCAGGCATGTGTCCCTT
	TTCACCTCTCACCCCAATGGA
	81
	113.74


a Predicted amplicon size using Primer-Blast (NCBI).
b Efficiency determined using a 5-point, 5-fold dilution series starting with 200 ng cDNA.
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