©
2016 2018

SGA

Gut microbiota on failure to thrive and metabolic abnormality of small for
gestational age infants
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This study was designed to elucidate the establishment of probiotics

(Bifidobacterium breve: B. breve) and age dependent change of microbiota in immature gut. Twenty-one
very low birth weight infants (VLBWI), whom probiotics were orally administered within 24 hours
after birth, were enrolled in the study. The median age in gestational weeks and weight at birth
were 28.6weeks and 981g. We have collected the feces at the two point; F term (at full feeding) and
T term (at >37 corrected weeks). The gut microbiota of feces was analyses by 16S ribosomal RNA
sequences. The proportion of B. breve in feces have declined 36.7% in F term to 11.8% in T term, but
they varied widely. There were no significant relationships among the gut microbiota and mode of
delivery, usage of antimicrobial drug, breast feeding. The gut microbiota in VLBWI were affected by
immaturity. Therefore, further studies are needed to elucidate the factors affecting the individual
difference of gut microbiota.
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