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Figure S1. The quality assessment of serum metabolomics.
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Metabolites importance
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(A-B) Typical Base Peak

Chromatogram of the ESI+ (A) and ESI- (B) modes. (C-D) Score plots of principal component
analysis based on the ESI+ and ESI— modes. Red solid circle represented the QC samples (left

panel). CV distribution of peaks in combinational dataset of ESI+ and ESI- modes. The columns

represent the number of peaks and accumulative percentage of peaks in corresponding CV interval,

respectively (right panel). (E) Variable importance plot of top 19 serum metabolites (y-axis) ranked

by the contribution to mean decrease accuracy of Gini coefficient (x-axis) in the random forest

model for discerning group difference.



ASV_34 unidentified_S24-7

ASV_201 unidentified_Adlercreutzia
ASV_197 unidentified_$24-7
ASV_35 unclassified_Rikenellaceae
ASV_14 unidentified_S24-7
ASV_113 unidentified_Adlercreutzia
ASV_41 unidentified_S24-7
ASV_112 unidentified_Oscillospira

Species rank

ASV_71 unidentified_Rikenellaceae

ASV_94 unidentified_Lactobacillus
Phylum

I Actinobacteria
B Bacteroidetes
B Firmicutes

ASV_47 Lactobacillus_vaginalis
ASV_168 unidentified_5$24-7
ASV_76 unidentified_S524-7
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Figure S2. The top 13 biomarkers of ASVs that could discriminate the samples from E8 and Sham
by Random Forest model. Biomarker ASVs were ranked in descending order of importance to the
accuracy of the model.

o



L]
Dy
I
o
N
N

L]

1 ¢ ’
p=0.48
2 2 07 /
g° <
L ]
-1 1 . 2 * :
.24 2
1 0 1 1 0 1
L-Aspartate S$24-7
C,
L]
[}
11 R=-044

L_Aspartate
< :
L ]
[ ]
°
[ ]
[
L ]
] i
®

S24-7
Figure S3. Scatter plots representing the negative relationship between the Asns gene and L-
Aspartate metabolite (A), while showed positive correlation between Asns and microbial S24-7 (B),
L-Aspartate negative correlated with S24-7 (C).

Supplementary Table Legends

Table S1. The information and intensity of annotated metabolites.

Table S2. The 73 metabolites that significant differential between E8 and Sham mice.

Table S3. A total of 22 significant distinct ASVs that between E8 and Sham mice.

Table S4. The differential abundant genes between E§ and Sham mice.

Table S5. KEGG pathways that enriched by the differential genes.

Table S6. The enriched GO items based on differential genes.

Table S7. The associations between the differential gut microbiota and serum metabolites by
spearman correlations analysis.

Table S8. The module assignment of differential metabolites by WGCNA analysis.



