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New probiotics alter gut microbiota in rat: Aiming to improve gut dysbiosis
after gastrectomy for gastric cancer.

Takagi, Taisuke
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Body weight loss after gastrectomy occurs with high frequency. dysbiosis in
the gut microbiota has recently been reported as one possible cause. We explore the ability of novel
bacteria to prevent weight loss by improving dysbiosis focusing on the rice fermentation bacteria

Leuconostoc spp., Probiotic candidates, Leuconostoc suionicum MS009 and Leuconostoc mesenteroides
MSO61were compared. MS009 was able to increase in “ omoyu” for use as probiotics. The adhesion
ability of MSO09 to INT-407 cells was higher than that of the other two. In an animal experiment of
MS009, the cecal microbiota of rats shows that a higher a -diversity and changes of (3 -diversity.
Moreover, increasing of IgA antibodies and butyric acid in cecal content was observed in the
treatment group.MS009 was shown to alter the comﬁosition of the gut microbiota and promote increased
butyrate production, and IgA production. Together, these results indicate that this strain is
suitable for use as a probiotic.
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