
Supplementary Figures 

Supplementary Figure S1. Shannon-Wiener alpha diversity index in the GIT and feces 

of irradiated mice. Bars represent the mean ± SEM across replicate animals (n = 5–12 

per treatment). Data were analyzed using a one-way ANOVA followed by Tukey’s post-hoc test. 
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Supplementary Figure S2. Relative abundance of the bacteria order Lachnospirales (A), 

Oscillospirales (B), Clostridia vadinBB60 group (C), and Peptococcales (D) in the GIT and feces 

of irradiated mice. These microbes belong to the bacterial class Clostridia, under the phyla 

Firmicutes. Relative bacterial abundance (% of total) was quantified using 16S metagenomics 

sequencing 48 hours post radiation exposure. Bars represent the mean ± SEM across replicate 

animals (n = 5–12 per treatment). Data were analyzed using a two-way ANOVA followed by 

Tukey’s post-hoc test. Symbols indicate statistical significance compared to 0 Gy control within 

each GIT segment: * p≤0.05, ** p≤0.01. 
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Supplementary Figure S3. Relative abundance of Bacteroidetes family members 

Bacteroidaceae (A), Muribaculaceae (B), and Tannerellaceae (C) in the GIT and feces of 

irradiated mice. Relative bacterial abundance (% of total) was quantified using 16S 

metagenomics sequencing 48 hours post radiation exposure. Bars represent the mean ± SEM 

across replicate animals (n = 5–12 per treatment). Data were analyzed using a two-way ANOVA 

followed by Tukey’s post-hoc test. Symbols indicate statistical significance compared to 0 Gy 

control within each GIT segment: ** p≤0.01, **** p≤0.0001. 


