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Correlation analysis reveals candidate taxa responsible for the small intestinal amino acid 18 

metabolism 19 

Building on the results of the LEfSe analysis and the metabolome profile data for the different 20 

intestinal compartments of the CtM Hanwoo, we next attempted to identify the candidate 21 

bacterial taxa that might be responsible for the quantitative traits of the intestinal metabolites 22 

and, further, the host metabolic phenotype. In the ileum, 11 bacterial genera were identified as 23 

the compartmentally discriminant taxa and correlated positively with the amino acid levels 24 

(Additional file 1: Supplementary Fig. S6a). Besides amino acids, we also observed a positive 25 

relationship between the bacterial taxa abundant in the ileum and the levels of creatinine, myo-26 

inositol, and cholesterol. In the cecum and colon, we identified 10 and 9 compartmentally 27 

discriminant taxa, respectively. Metabolites from the categories organic acids (e.g., acetic acid), 28 

sugars and sugar alcohols (e.g., glucose and saccharide), fatty acids and lipids (e.g., palmitic 29 

acid, stearic acid, and oleamide), and “other” (e.g., hypoxanthine, phosphoric acid, and uracil) 30 

were positively correlated with the cecal and colonic microbiota. The former included 31 

unclassified genera belonging to the families Ruminococcaceae, Lachnospiraceae, and 32 

Prevotellaceae, and the genera Coprococcus, Christensenella, Roseburia, Phocaeicola, and 33 

RC9 gut group. The latter included unclassified genera belonging to the families S24-7 and 34 

RF16, and the genera Bacteroides, Alistipes, Prevotella, Blautia, and Treponema. 35 


