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Supplementary Figures 

 

Figure S1.   Animal experimental design and treatment groups
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Figure S2.   Effect of beLP1 on body weight in HFD-induced obese mice
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Figure S3. PERMANOVA analysis between three different groups
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Figure S4. Comparison of relative taxa abundance distribution (species level) between HFD 

and HFD+beLP1 groups after 10 weeks of beLP1 administration. Bar graph shows significant 

changes in beneficial (A) and pathogenic (B) taxa. 
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Figure S5. eggNOG COG functional composition across groups and time points. 
The stacked bar chart illustrates the relative abundance of genes categorized into 23 Clusters of 
Orthologous Groups (COG) functional categories across all experimental groups (ND, HFD, and 
HFD +beLP1) at baseline (W0), Week 6 (W6), and Week 10 (W10) 
 


