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Examination of treatment strategy for intractable C. difficile infection using
the mouse C. difficile infection microbiota model

3,000,000
CDI

Clostridium butyricum o]

Clostridia C.
butyricum Clostridia

CDI C. difficile
CDI
0] cD
CD

We investigated the effects of vancomycin, fidaxomicin, the probiotic

Clostridium butyricum and the prebiotic lactoferrin on the intestinal microbiota in a mouse model
with clindamycin induced intestinal dysbiosis followed by Clostridioides difficile inoculation.
Composition of the intestinal microbiome was investigated by sequence and quantitative PCR analyses
of bacterial 16S rRNA gene in faecal DNA. The class Clostridia formed a numerically smaller
proportion of the microbiota in the model than in uninoculated mice. Both vancomycin and fidaxomicin
treatment further decreased Clostridia in C. difficile-inoculated mice. Probiotic treatment
increased the proportion of Clostridia in the microbiome, but C. difficile inoculation led to
decreased gut microbiome diversity compared with uninoculated mice.
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