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Table S1 Primer sequences for qRT-PCR 

	Gene
	Sequence

	Mouse-Zo1
	AGTTCTGCCCTCAGCTACCA
GCTTAAAGCTGGCAGTGTC

	Mouse-Occludin
	ACAAAGAGCTCTCTCGTCTCG
CATAGTCTCCCACCATCCTC

	Mouse-Claduin2
	GTCAGCTTGCCAGAGACACT
TTCGCTTGTCTTTTGGCTGC

	Mouse-Il1β
	GAAATGCCACCTTTTGACAGTG
TGGATGCTCTCATCAGGACAG

	Mouse-Il6
	CCACTTCACAAGTCGGAGGCTTA
AGTGCATCATCGTTGTTCATAC

	Mouse-Tnfα
	AAGGCCGGGGTGTCCTGGAG	
AGGCC AGGTGGGGACAGCTC

	Mous-Ifng
	CGGCACAGTCATTGAAAGCC
TGCATCCTTTTTCGCCTTGC

	Mouse-Muc2
	TGTGTTTCAGGCTCCATCAC
TGCAGCCATTGTAGGAAATC

	Mouse-Nos2
	TTGGGTCTTGTTCACCACGG
CCTCTTTCAGGTCACTTTGGTAGG

	Mouse-Cxcl9
	AAACAGTTTGCCCCAAGCCC
CCGAGTCCGGATCTAGGCAG

	Mouse-Cxcl2
	CTGTTCACAGTTGCCGGCTG
AGCTTCTTTGGGACACCTGCT

	Mouse-Ccl2
	CCTGCTGCTACTCATTCACCA
ATTCCTTCTTGGGGTCAGCA

	Mouse-Mpo
	GAGTCCCACTCAGCAAGGTC
TCTGGCGATTCAGTTTGGCTr4trt

	[bookmark: OLE_LINK43]Mouse-β-actin	
	CCACTGTCGAGTCGCGTCC
GCCCACGATGGAGGGGAATA
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Supplemental Figure legends
Figure. S1
A. Analysis of differences in microbial taxa at the phylum level. B. Analysis of differences in microbial taxa at the family level.
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