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pH1-3

10™- 10°CFU/ml

pO, 77 mm Hg
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pO, 33 mm Hg
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~Jejunum & lleum

10%107CFU/ml

pO; 33 mm Hg
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- Colon

pH7

10'%10"" cFU/ml

pO, <33 mmHg
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Staphylococcus, Enterobacteriaceae
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Muscovy ducks
n=62

Duodenum
n=24

Jejunum
n=24

lleum
n=24

Cecum
n=24

Colorectum
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Day 3
(n=16)
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With water
n=114

Without water
n=91




4 regions, 5 intestinal segments and 5 different ages
375 gastrointestinal samples
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