Supplementary Fig. 1 CSE (10 g/kg), TA (10 g/kg), RG (20 mg/kg) or AO (20 mg/kg) altered microbiota

diversities in NAFLD mice.
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Alpha diversity analysis, for example, Rarefaction analysis (a) and Shannon index (b) of fecal samples from Control,
HFD, CSE, TA, RG, and AO group mice (n=6 for each group), shown the diversity of each sample community.
UniFrac-based principal coordinates analysis (PCoA) (c), Multivariate analysis of variance of PCoA matrix scores
(d), and the differences of UniFrac distance between / within groups analysis (e), indicated the similarity of
community structure among different samples. OTU classification and taxonomic identification results (f),
taxonomic composition and abundance distribution of communities at phylum level in study groups (g), n = 6

mice/group.



Supplementary Fig. 2 Gut microbiota changes by FMT.
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OTU classification and taxonomic identification results (a), taxonomic composition and abundance distribution of
communities at phylum level in study groups (b), n = 6 mice/group. Genera changes by FMT (c¢). Heatmaps on the
left show that relative abundance of bacterial genera was altered. Statistical analysis of differences between groups
was performed by Metastats; in the image, red represents increased relative abundance, blue represents decreased,
and * represents a significant change in genus (both P < 0.05 and Q < 0.05). The corresponding genus information

is on the right.



Supplementary Fig. 3 Gut microbiota changes by antibiotic treatments.

a

The number of OTUs

Enriched by antibiotics treatment

b

Paraprevotella

Paraprevotellaceae|
Rikenellaceae

Bacteroidetes

6000, =2 Unclassified
@ Species 10immaga=r TREEATIAN En -
] n = Genus * )
Family c
41w Order 208
4000 Class o () Acidobacteria
g al'n o Phylum o5 = TMT
5006 Deferribacteres
&
1 -3 s Actinobacteria
B _af ] £ Verrucomicrobia
, | ileaf EHH q 1 s 8,04 Firmicutes
000 gg B...008 7] acteroi detes
e R TOHIN  2 Pt
ALt TR 22
. ARG B[ |
i L g Lidd i LiadisLiiass Liié$s47s omUBIg i i s 3iasqialate aiatelaiatel 2t
TP ™ TC ™v TN NA TMA TP ™ TC v ™
C CSE TMA TP TM T TV TN CSE vs G Family Phyium
23466 123456 123456 123456 123456 1204586 1231456 TMATP TM TC TV TN
u EER ] Sutterella Alcaligenaceae Proteobacteria
t JE:'II:VDWCIBT o ceae 3roten.aacler a
Er roteobacteria
0| Erwinia Enterobac roteobacteria
.g Escherichia Proteobacteria
-] Klebsiella Proteobacteria
= Morganella roteobacteria
= Sg:_rlpa?i:alla Proteobacteria
H Trabulsiella _}3:;33(:::3::
> il Firmicutes
Q] | g‘:_l“ler%regttzla ! »;lctilt':og;né:l?ria
° oril r Bacteroidetes
§ | Riken: eﬂa “ Rikenellaceae Bacte m}dglas
Mugcispirillum Deferribacteraceae Deferri
g Clostridium Ruminococcaceae
F orea i Lachnospiraceae
= Lachnobacterium Lachnospiraceae
5 Oscillospira i
a2 Ruminococcus ur ccaceae rmicu
€ I | | | Strep us Streptococcaceae rmicutes
@ Anaerofustis Eubacteriaceae rmicutes
§ giumjnacuccua] Lachnospiraceae Firmicutes
T lautia Lachr rmicutes
g Coprococcus Lachnospiraceae rmicutes
Cupriavidus Oxalobacteraceae Proteobacteria
3 Bilophila Besul?ﬂvihrinnamﬂa ;ro:enga‘c:{er‘:a
"""" esulfo roteobacteria
'E Verruucumicrobiacaae Verrucomicrobia
£
<

Lactobacillus Lactobacillaceae Firmicutes
Roseburia Lachnospiraceae Firmicutes
Allobaculum Erysipelotrichaceae Firmicutes
EF'ravolall_a] |Paraprevotellaceae]  Bacteroidetes
phingobium Sphingomonadaceae  Proteobacteria
Bacteroidaceae Bacteroidetes
Er

Enter u
Christensenella

= Butyricicoccus I
Veillonella Veillonell e
Eubacteriurn] Ery ichaceae F

1 oldemania Erysip: aceae utes
Mesorhizobium Phyllob aceae Proteobacteria
Phyliobacterium  Phyllobacteriaceae roteobacteria
Sphingomonas. apﬁin jomar Proteobacteria
Burkholderia Burkholderiaceae roteobacteria
Herb d Oxalobacteraceae Proteobacteria
k b Helicob a roteobacteria

| Citrobacter Enterobacteriaceae Proteobacteria

] Proteus Er b roteobacteria
Acinetobacter Moraxellaceae Proteobacteria
Pseudomonas Pseudomonad roteobacteria
Stenotrophomonas Xanthomonadaceae Proteobacteria

0.0001

16

More abundant in antibiotic treatment group than CSE
Less abundant in antibiotic treatment group than CSE

10
13] 9] 10| 14|18 | 17
3 1] 0 10[13]4
4] 2] 3] 485 |Ab

<0.05
E<0.{)
Abundance increased in antibiotic treatment group than CSE (p<0.05 & g<0.0 ))
Abund dncreased in antibiotic treatment group than CSE

p<0.05 & q<0.05

OTU classification and taxonomic status identification data of antibiotic treatment group before CSE administration

(a). Taxonomic composition and abundance distribution of communities at the phylum level for each antibiotic

treatment group before CSE administration n = 6 mice/group (b). Genera changes by antibiotic treatment (c).

Heatmaps on the left show that relative abundance of bacterial genera was altered. Statistical analysis of differences

between groups was performed by Metastats; in the image, red represents increased relative abundance, blue

represents decreased, and * represents a significant change in genus (both P <0.05 and Q < 0.05). The corresponding

genus information is on the right.



Supplementary Fig. 4 Effects of CSE on Glycerolipid metabolism pathway.
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The genes marked in red means up-regulated by CSE treatment, green means down-regulated by CSE treatment,

compare to HFD group.



Supplementary Fig. 5 Effects of HFD on Lipopolysaccharide biosynthesis pathway.
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The genes marked in red means up-regulated by CSE treatment, green means down-regulated by CSE treatment,

compare to HFD group.



Supplementary table 1 The forward and reverse sequences in PCR

Symbol primer forward primer reverse
B-Actin GCCCTGAGGCTCTCTTCCA GCGGATGTCGACGTCACA
Occludin ~ ATAATGGGAGTGAACCCGAC CTCCTGGGGATCAACCAC

Z0-1 AACGCTCTCATAAGCTTCGTA CTTCCCCTCAGAGACCCACA




