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ABSTRACT

Fecal microflora of 12 breast-fed(BF) and 15 formula-fed(FF) infants were investigated at 1 year after birth and the results were
compared to those that had previously been obtained from the same subjects ar 1 week after birth, and before and after weaning. At
1 year the two lactation groups showed no significant differences both in frequencies and numbers of each major bacterial species,
except eubacteria, which showed higher frequency in FF infants. Bifidobacteria appeared as dominant species in 50% BF infants,
whereas bacteroides in 73.3% FF infants. Fecal pH was Jower, though insignificant, in BF infants(6.5 & 0.4) than in FF infants(6.8 +

0.5). In BF infants, the number of bifidobacteria, clostridia, and E. coli decreased from birth up to 1 year, whereas the number of
bacteroides increased up to 1 year after decreasing before weaning. In FF infants, changes in the number of major bacteria during 1
vear showed similar trends to BF infants except that the number of bifidobacteria increased, but insignificantly, This research
showed that the floral differences resulted not from the age, but from the types of feeding and that breast feeding could be better
than formula feeding in that BF infants had more stable floral composition and bowels with lower pH, which can play a protection
role against pathogen infection. (Korean J Nutrition 33(3) : 271~278, 2000)
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Table 1. Composition of fecal flora in breast-fed and formula-fed infants at 1 year after birth”

. Breast-fed(n=12) Formula-fed(n=15)

Bacteria -

Counts™ Frequency” Counts Freguency
Bifidobacleria 9.23 + 0.90 12(100) 9.35 + 0.51 15(100)
Lactobacilli 8.49 + 0.68 1191.7) 8.34 +0.78 14(93.3)
Streptococci 8.89 + 0.87 12(100) 8.95 + 0.54 15(100)
Bacteroides 9.77 £ 0.46 12(100) 9.76 = 0.47 14(93.3)
Clostridia 491 + 0.38 4(33.3) 5.30 + 1.28 8(53.3)
C.perfringens 440 £+ 0.59 2(16.7) 6.18 10 6.7)
Peptococcaceae 8.96 = 0.29 3(25.0) 7.96 = 0.71 3{(20.0)
Eubacteria 6.75 1( 8.3) 8.51 = 0.87 7(46.7)*
Veillonella 892 = 098 3(25.0) 8.87 1 6.7)
E.coli 8.72 = 1.20 12(100) 799 +1.25 5(100)
Klebsiella 7.88 + 1.74 8(66.7) 6.73 £ 1.35 7(46.7)
Enterobacter 6.99 + 0.37 4(33.3) 6.79 + 1.69 6(40.0)
Staphylococci 8.30 1( 8.3) 8.09 1 6.7)
Megasphera - - 8.09 1 6.7)
Total anaerobes 1048 = 0.29 12(100) 10.54 + 0.35 150100}
Total aerobes 9.34 = 0.89 12(100) 8.93 = 0.50 15(100)

1) Data were analyzed statistically by t-test(bacterial counts) and chi-square test(frequencies). *p < 0.05
2) Bacterial counts expressed as mean = 5D of logi{CFU/gram of wet feces)
3) Frequencies of occurrence expressed as No. of subjects(%)
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Fig. 1. Changes in counts of major fecal bacteria of breast-fed(EF) and formula-fed(FF) infants during 1 year after birth. ab, xyz : Each bar
with different letters are significantly different at p < 0.05 as determained by Duncan's multiple-range test. 1) Tst: about 1 week after birth™®,
2nd: before weaning(2 ~ 3months after birth)'", 3rd: after weaning(5 — Zmonths after birht)'™, 4th: | year after birth
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