#&=X C-19
HEMREMHBIEHRRRBREE

YRk 22 4 5 H 17 HEE

MEiEE  EFHEB)

FFZSEARE - 2008 ~2009

EREES - 20780105

MR REESL (F130)

BE -—HMEYRBEERBRICE SIS TANSA T T 4 9 AFHERDIEE
MERREESL (EX)

Development of an assessment system of probiotics based on host-microbial crosstalk
information
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To elucidate the prevention mechanisms by probiotic bifidobacteria against E. coli O157:H7 lethal
infection, we took advantage of multi-omics-based approach. Detailed research revealed that the fecal
concentration of short chain fatty acid (SCFA) in probiotic bifidobacteria—associated mice was
significantly higher than that in non-probiotic bifidobacteria-associated mice. SCFA could inhibit
colonic epithelial cells from cell death provoked by O157 infection, suggesting that the abilities of sugar
metabolism and SCFA production in probiotic bifidobacteria play a critical role in the prevention of
0157 lethal infection.
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