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Figure S1. Taxonomic profiling of gut microbiota in control and VPA-induced ASD model rats. (A) Family-level
analysis. (B) Genus-level alterations. (C) Order-level differences. (D) Phylum-level composition.
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Figure S2. Comparative gut microbiota analysis between the control group and VPA-induced ASD rat models. (A)
Family-level cladogram. (B) Family-level LDA Score. (C) Genus-level cladogram. (D) Genus-level LDA Score. (E) Phy-

lum-level cladogram. (F) Phylum-level LDA Score.
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Figure S3. Differential gut microbiota composition between Control and VPA-induced ASD model rats. (A) Family-
level analysis. (B) Genus-level analysis. (C) Order-level analysis. (D) Phylum-level analysis.
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Figure S4. Gut microbiota alpha diversity in control and VPA-exposed offspring. (A) Shannon rarefaction curves. (B—-
F) Boxplots of alpha diversity indices: (B) Chaol, (C) Faith PD, (D) Observed Features, (E) Shannon, (F) Simpson. Blue:

control group; red: VPA group. All boxplots show median + IQR.
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Figure S5. Beta diversity analysis of gut microbiota. (A) Bray—Curtis dissimilarity (Distance to control group). (B)
Bray-Curtis (Distance to VPA group). (C) Unweighted UniFrac (Distance to control group). (D) Unweighted UniFrac
(Distance to VPA group). (E) Weighted UniFrac (Distance to control group). (F) Weighted UniFrac (Distance to VPA
group).
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Figure S6. Network correlation analysis. (A) Family-level network correlation analysis. (B) Genus-level network cor-
relation analysis. (C) Order-level network correlation analysis. (D) Phylum-level network correlation analysis.



