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Study for the reconstitution process of infant gut flora

Imaohji, Haruyuki
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i _ We conducted a longitudinal analysis of the bacterial flora composition and
functional metagenomics of the intestinal microbiota before and after antimicrobial treatment in

infants. We identified functions involved in the oligosaccharide transport system, polyamine
synthesis and transport, and antimicrobial peptide transport as functions that increase during the
recovery period. These metabolic functions were derived from multiple bacterial groups, including

Bifidobacteriaceae, suggesting that a symbiotic metabolic network among microorganisms promotes the
regeneration of intestinal flora.

MAPLE
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M00582 Energy-coupling factor transport system

) M00050 Guanine ribonucleotide biosynthesis IMP => GDP,GTP
M00260 DNA polymerase Iil complex, bacteria
M00016 Lysine biosynthesis, succinyl-DAP pathway, aspartate => lysine
M00844 Arginine biosynthesis, ornithine => arginine

0 M00196 Raffinose/stachyose/melibiose transport system
M00197 Putative fructooligosaccharide transport system
M00207 Putative multiple sugar transport system
M00601 Putative chitobiose transport system
M00028 Ornithine biosynthesis, glutamate => onithine
M00027 GABA (gamma-Aminobutyrate) shunt
M00134 Polyamine biosynthesis, arginine => ornithine => putrescine
M00135 GABA biosynthesis, eukaryotes, putrescine => GABA
M00193 Putative spermidine/putrescine transport system
M00022 Shikimate pathway, phosphoenolpyruvate + erythrose-4P => chorismate
M00577 Biotin biosynthesis, Biow pathway, pimelate => pimeloyl-CoA => biotin
M00732 Cationic antimicrobial peptide transport system
M00813 Lantibiotic transport system
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