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Figure S1. Determination of butyl-fructooligosaccharides during purification by TLC. 



 

Figure S2. 1H NMR spectra and 13C NMR spectra of B-FOS. The peaks removed by violet lines 
were EtOH remaining during purification. 

 
Figure S3. Fragmentations by negative LR-FAB-MS spectra of (A) FOS and (B) B-FOS. 



 

Figure S4. Relative abundances of butanoate metabolism-associated KEGG genes that were 
significantly abundant in the B-FOS treatment amongst groups. Significance was accepted at p 
< 0.05. 

 

Figure S5. Relative abundances of butanoate metabolism associated KEGG genes that were 
significantly abundant in the control amongst groups. Significance was accepted at p < 0.05. 



 

Figure S6. Relative abundances of butanoate metabolism associated KEGG genes that were 
significantly abundant in the FOS treatment amongst groups. Significance was accepted at p < 
0.05. 

 

Figure S7. Correlations between butyrate production and relative abundances of butanoate 
metabolism-related KEGG genes that were significantly abundant in the B-FOS treatment 
amongst groups. Significance was accepted at p < 0.05. 



 

Figure S8. KEGG analysis associated with ammonia production pathways. (A) correlations 
between ammonia concentrations and ammonia production-related KEGG genes (B) 
correlations between relative abundance of Fusobacteirum and ammonia production-related 
KEGG genes. Significance was accepted at p < 0.05.  

 


