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Table S1 Primers and conditions used in quantitative real-time PCR analysis

Gene Sequence (5°-3”)
p-actin F GTATGACTCCACTCACGGCAAA
R GGTCTCGCTCCTGGAAGATG
INFa F AGCCCACGTCGTAGCAAACCAC
R ACACCCATTCCCTTCACAGAGC
MCP-1 F AAAAACCTGGATCGGAACCAA
R CGGGTCAACTTCACATTCAAAG

TEM images

SEM images
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Figure S1 TEM and SEM images of the nano-MoS, used in this study.
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Figure S2 The body weight of the mice after 90-day exposure of nano- and micro-
MoS,. Ten mice were used in each group.
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Figure S3 Metabolic profiles in the intestine after nano-MoS, and micro-MoS,
exposure. (A) Small intestine; (B) Large intestine. A total of 20 metabolites were
identified based on the cumulative variable importance in the projection (VIP) value of
each metabolite, which was determined using the VIP analysis of MetaboAnalyst 3.0.
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Figure S4
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Influence of nano-MoS, and micro-MoS, on the metabolic pathways in
the small and large intestine of mice. (A) Small intestine; (B) Large intestine. The
metabolic pathways were determined using MetaboAnalyst 3.0
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Figure S5 Influence of nano-MoS, and micro-MoS, on the intestinal microbial
community of mice at the phylum levels. (A) Small intestine; (B) Large intestine.
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Figure S6 Comparison of the abundance of significantly altered OTUs in the intestine
after nano- MoS; and micro-MoS, exposure. (A) OTUs in the small intestine; (B) OTUs
in the large intestine. The heatmaps were constructed using the R language.
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Figure S7 Influence of nano-MoS, and micro-MoS, on the metabolic pathways of
intestinal microbiota of mice. (A) Small intestine; (B) Large intestine. The KEGG
pathways were predicted using PICRUSt software based on their microbial community.
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Figure S8 Comparison of the predicted microbial functions in the intestine after nano-
MoS; and micro-MoS, exposure based on the Venn diagram. (A) Small intestine; (B)

Large intestine. The digit indicates the number of predicted KEGG pathways. The

KEGG pathways were predicted using PICRUSt software.
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Figure S9 Metabolic profiles in the intestinal microbiota after nano-MoS, and micro-
MoS, exposure. (A) Microbiota in the small intestine; (B) Microbiota in the large
intestine. A total of 20 metabolites were identified based on the cumulative variable
importance in the projection (VIP) value of each metabolite, which was determined
using VIP analysis of MetaboAnalyst 3.0.
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Figure S10 Influence of nano-MoS,; and micro-MoS, on the metabolic pathways in the
small and large intestinal microbiota of mice. (A) Small intestine; (B) Large intestine.
The metabolic pathways were determined using MetaboAnalyst 3.0.
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Figure S11 Correlation of the microbial-host cometabolites in the small intestine (SI)
and large intestine (LI) after the MoS, treatment groups. The digit indicates the number
of cometabolites.



