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Figure S1. Alpha dilution curve for all samples (n = 60).

— 1823 — 396
1.9.20 6.8.23

— 1.9.6 — 6.9.20

— 14823 — 696

14.9.11 7.8.23
— 14.8.24 — 7920
— 15823 — 796
— 159.20 — 8.8.23
— 1586 — 8.9.20

— 18.8.23 — 896
— 18911 — F1
18.9.24 F10
— 22823 — F11
— 22.9.20 — F12
22.9.6 F13
— 24.823 — F14
— 24920 — F15
— 2496 — F16
— 38238 — F17
— 3920 — F18

—F19
F2
— F20
— F21
F22
—F23
—F24
—F25
— F26
— F27
—F28
F29
—F3
—F30
F4
—F5
—F6
—F7
—F8
—F9



vs]

15 r = s

hask

L |
ns
—

Body weight gain (g)
=) =) =

!
o

=

)

=

Shanonn Index

o

~

Group
== Control
= HFD
= HPD
= Switch

Bray-Curtis Distance

Group

== Cantrol
— HFD
= HPD
= Switch

Control HPD HFD Switch
Group

[+) 2 4 6 8

Experiment Time (Weeks)

2 4 3 8
Experiment Time (Weeks)

Figure S2. The weight gain of mice at week 8 and microbial diversity change over
time. (A) The body weight gain of mice at week 8. (B) The change of Shannon index
over experiment time. (C) Bray-Curtis distance displayed change in beta diversity
over experimental time. (Wilcox. test, *P < 0.05, **P < 0.01, *** P < 0.001, **** P < (0.0001.)
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Figure S3. Beta diversity of different groups analyzed by PCoA. (A) Variation of
samples on the second coordinate axis. (B) Variation of samples on the third

coordinate axis.
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Figure S4. Dynamics of bacterial composition changes with experimental time of

four groups at the phylum level. The changes of microbial composition at the phylum
level of the Control group (A), HPD group (B), HFD group (C), and Switch group

(D).
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Figure SS. Biomarkers at different experimental time in the Switch group.
Comparison of biomarker abundance in each group, Odoribacter(A),
GCA_900066575(B), Dubosiella(C). This upset plot showed the biomarkers of
Switch 4(D) and Switch 8(E) found based on LDA and DESeq2.



