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Abstract
Short chain fatty acids (SCFAs) are key feces metabolites generated by gut bacterial fermentation. The condition of one's gut is greatly affected by the bacterial fermentation process which takes place there.  Additionally, a change in SCFAs quantity and proportion would also be influenced by the diversity and complexity of the community of gut bacteria.
Despite the importance of profiling and quantifying feces SCFAs, some technical difficulties in analysis have been troublesome for researchers.
This is due to the volatility and hydrophilicity of SCFAs. To overcome such technical difficulties, we have established a metabolites (including SCFA) profiling platform for mammalian feces samples. 
In this study, we investigated human, dog, and cat feces. We used GC-MS and NGS (new generation sequence: 16S rRNA sequence by MiSeq). Chloroformate, a derivatization in aqueous solution made it feasible to do the analysis without drying out the samples. Over six different kinds of SCFAs have been successfully identified and quantified from feces samples utilizing GC-MS. Data of polar metabolites analysis implies potential implications between SCFAs and organic acids (e.g., succinate and pyruvate).
Cholesterol, campesterol, stigmasterol and sitosterol were identified using steroid profiling. NGS data suggests potential bacterial groups which could contribute to the actual fermentation process in the rectum. 
Our rapid metabolites profiling methods combined with bacterial genome sequence data, makes it possible to envision the way in which gut bacterial fermentation influences gut condition.
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