Supplementary Table S1. Primer sequences used in the qRT-PCR experiment

Gene

Primer Sequences (5°-3°)

AhR
GAPDH
GPR41
GPR43
GPRI109A
IL-10
IL-22
NF-xB
PBD-2
PBD-3
Reglll y

TNF-a

F: ACTACCACCCATCTTCACCCG

R: CAACACACATCAATGCTTCCC

F: CCAGGGCTGCTTTTAACTCTG

R: GTGGGTGGAATCATACTGGAACAT
F: TACTCGCGCTTTGTGTGGAT

R: CATTTGGGGCTCTCCTTCGT

F: TGCAGCGTGGTCTACATCAT

R: AAAGGACCACAGCCATCTCC

F: GAGTTTGTGTTCGGGCTCCT

R: GAGCATTATTCGGCAGGGGA

F: GCTGAAGACCCTCAGGCTGA

R: TTGCTCTTGTTTTCACAGGGC

F: CCTACATCACCAACCGCACCT
R: CTGATTGACTCCCTGGAACAGATTA
F: CTCGCACAAGGAGACATGAA

R: ACTCAGCCGGAAGGCATTAT

F: ACCTGCTTACGGGTCTTG

R: CTCTGCTGTGGCTTCTGG

F: GAAGTCTACAGAAGCCAAAT

R: GGTAACAAATAGCACCATAA

F: AACCTGGATGGGTGCAGACGTG
R: AACCTGGATGGGTGCAGACGTG
F: CCAATGGCAGAGTGGGTATG

R: TGAAGAGGACCTGGGAGTAG
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Supplementary Figure S1. Relative abundance of intestinal microbiota at the phylum level. (A) The
cluster tree of microbial communities in phylum level were obtained by UPGMA Cluster Analysis
based on Unweighted Unifrac distance. (B) Relative abundance of bacterial communities in colon



among individuals at the phylum level (top), family (middle) and genus (bottom) level. C: control
group, F: FAM group, A: antibiotic group.



