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Supplementary Figure 10. The shift in the relative abundance of CAZy gene families involved in

metabolizing different carbohydrate substrates in the discovery set. GH77, p < 0.001; GH94, p < 0.001;

GH16, p = 0.005; GH53, p = 0.026; GH43_24, p = 0.005; GH43_3, p = 0.012; GH5_2, p = 0.014; GH20, p =
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show the median, quartiles, and min/max values. Two-sided Wilcoxon rank-sum test. * p < 0.05, ** p < 0.01, ***

p < 0.001.
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151 Supplementary Figure 15. FMT with NC and T1D-associated gut microbiota in antibiotic-treated mice.
152  (a, b) Glucose tolerance test and Insulin tolerance test (Omin, p = 0.046; 30min, p = 0.040) with AUC. (c-e) The
153  level of HbA1c (c), insulin (d), and C-peptide (e) in the FMTxc (n=6) and FMTrp (n=6) group. (f-i) HE staining
154  of the pancreas in two groups (400-fold and 40-fold magnification, respectively). Data represent the mean *

155 SEM. Unpaired two-tailed t-test. * p < 0.05.
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Supplementary Figure 16. The shift of gut microbiota based on 16S rRNA gene sequencing in the FMTxc
and FMTrsp groups. (a, b) The microbial community richness (Chao 1 index; a) and diversity (Shannon index;
b). (c) Cladogram generated by LEfSe showing differences in bacterial taxa between the FMTyc and FMT 7o
groups. The color of discriminative taxa represents the taxa that are more abundant in the corresponding group
(FMTnc in green, FMTryp in purple). n = 6 mice per group. Data represent the mean + SEM. Unpaired two-tailed

t-test.
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Supplementary Figure 17. The animal experimental flowchart in butyrate-treated and LPS-treated

experiments.
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Supplementary Figure 18. Serum insulin and LBP levels in butyrate-treated and LPS-treated
experiments. (a, b) Serum insulin (a) (Ctrl vs Model, p < 0.001; Ctrl vs Butyrate, p = 0.002) and LBP (b) levels
in the butyrate-treated experiments. (c, d) Serum insulin (c) (Ctrl vs Model, p = 0.001; Ctrl vs LPS, p < 0.001)
and LBP (d) levels (Ctrl vs LPS, p = 0.080) in the LPS-treated experiments. Ctrl, control group; Model, STZ-
induced T1D group; Butyrate, STZ-induced T1D mice gavaged by butyrate; LPS, STZ-induced T1D mice
injected with LPS. In the butyrate-treated experiment, Ctrl:n = 10, Model: n = 11, Butyrate: n=11; in the LPS-
treated experiment, Ctrl: n= 10, Model: n= 12, LPS: n=11. Box and whisker plots show median + quartiles (box),

min/max (whiskers). Unpaired two-sided t-test. ** p < 0.01, ** p < 0.001, # 0.05 < p <0.1.

19 / 20



[ ]
10
o
2
K Group
T
0
g ® Control
X Model
,‘3 ® Butyrate
N LPS
N
o 10
o
-20
-0 -20 0 20 40
PC1: 70% variance
b c
Pl 15 R
. N L
6 i ) Control: Model g 10 I ! Control: Model
& : i Case: Butyrate "IE : : Case: LPS
1 4 ! H
s | Down (30) = Lt Down (29)
B : : NoDiff (16421) ) : NoDiff (16282)
T2 g Up (22) B B - Up (396)
x 1 -
i : 7
""""""" eI L
: ; A
e i
’ - ° i
- 0 3 6
-5.0 =25 0.0 25 5.0 7.5 log2(Fold Change)

log2(Fold Change)

197 Supplementary Figure 19. RNA-sequencing analysis in butyrate-treated and LPS-treated experiments.

198 (a) Principal component analysis (PCA) plot of RNA-seq datasets. (b, c) Volcano plot of differentially expressed

199  genes in butyrate-treated and LPS-treated experiments, respectively.
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