SUPPLEMENTAL DATA for
Jinyan Li et al., Probiotic-derived extracellular vesicles protect against aflatoxin B1-induced inflammatory intestinal injury by remodelling the gut microbiota and activating intestinal AHR/IL-22 signalling in mice
[bookmark: OLE_LINK13][image: F.S2]Figure. S1 LA.EVs modulated the diversity and composition of intestinal microbiota in AFB1-exposed mice (A) Five levels of species construct evolutionary branching trees. (B) Heat map showed the species composition and abundance of samples at the genetic level. (C) Species differences Wilcox Test results map. (D, E) Functional predictions in three groups were performed based on level 1 and level 2 of the Kyoto Encyclopedia of Genes and Genomes (KEGG) functional categories. (F, G) Functional predictions in three groups were performed based on level 1 and level 2 of the Clusters of orthologous groups of proteins(COG) functional categories.
[bookmark: OLE_LINK1][image: F.S1]Figure. S2 Inhibition of intestinal AHR activation abolished the protective effects of LA.EVs (A - E) AHR, CYP1A1, IL-22, Reg3g and Reg3b mRNA abundances in ileum were measured by qRT-PCR. (F) The ileum IL-22 levels were measured by ELISA. (G, H) Representative image of AHR IHC staining in the ileum (Scale bar = 100 μm) (n = 5). Values are expressed as mean ± SEM. *p < 0.05, **p < 0.01, ns, the difference is not significant.
[bookmark: _GoBack]Table S1 Primer sequences used in the real‐time PCR
	Gene
	Accession number
	Primer sequence (5ʹ–3ʹ)
	Product
(bp)

	GAPDH
	NP_032110
	F:AGGTCGGTGTGAACGGATTTG
R:GGGGTCGTTGATGGCAACA
	95

	TNF-α
	NM_013693.3
	F:ATGTCTCAGCCTCTTCTCATTC
R:GCTTGTCACTCGAATTTTGAGA
	179

	IL-6
	NM_001314054.1
	F:ACAACCACGGCCTTCCCTACTT
R:CACGATTTCCCAGAGAACATGTG
	129

	IL-1β
	NM_008361.4
	F:TCGCAGCAGCACATCAACAAGAG
R:TGCTCATGTCCTCATCCTGGAAGG
	118

	ZO-1
	NM_001417374.1
	F:GCCGCTAAGAGCACAGCAA
R:GCCCTCCTTTTAACACATCAGA
	172

	Occludin
	NC_000079.7
	F:TTGAAAGTCCACCTCCTTACAGA
R:CCGGATAAAAAGAGTACGCTGG
	129

	Claudin-1
	NM_016674.4
	F:TGCCCCAGTGGAAGATTTACT
R:CTTTGCGAAACGCAGGACAT
	94

	AHR
	NM_013464.4
	F:GCCCTTCCCGCAAGATGTTAT
R:TCAGCAGGGGTGGACTTTAAT
	117

	CYP1A1
	NM_001136059.2
	F:CAATGAGTTTGGGGAGGTTACTG
R:CCCTTCTCAAATGTCCTGTAGTG
	165

	IL-22
	NC_000076.7
	F:ATGAGTTTTTCCCTTATGGGGAC
R:GCTGGAAGTTGGACACCTCAA
	124

	Reg3g
	NM_011260.2
	F:ATGCTTCCCCGTATAACCATCA
R:GGCCATATCTGCATCATACCAG
	201

	Reg3b
	NM_011036.1
	F:ACTCCCTGAAGAATATACCCTCC
R:CGCTATTGAGCACAGATACGAG
	165

	Muc-2
	NC_000073.7
	F:AGGGCTCGGAACTCCAGAAA
R:CCAGGGAATCGGTAGACATCG
	106
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