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« The objective of this study was to create an ‘equinized’ mouse
colonized by equine GM

« Such a model will be useful for the economical study of equine \
\ diseases such as colic and metabolic syndrome

Conclusions

* Pre-antibiotic analysis showed typical murine GM
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Inflammatory Bowel Diseases and septicemia.
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* Fecal samples were collected on three separate dates: Figure 5. Microbiota at the genus level from 16 mice at three different time periods
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