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[Z=13] [=185]
uncultured bacterium S24-10 46% | Segmented filamentous bacterium 39%%
Lactobacillus johnsonii 18% | uncultured bacterium S24-10 27%
uncultured bacterium rc3-1 17% | uncultured bacterium rc3-1 22%
Lactobacillus murius 6% | Lactobacillus murius 2%
Segmented filamentous bacterium 5% | Lactobacillus johnsonii 1%
uncultured bacterium (unnamed) 4% | Allobacterium stercovicanis 1%
uncultured bacteria (3 ) 4% | uncultured bacteria (5 Fifi) 8%
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SFB D5 ) AMEFTEIT O 720, A~V X002 - RS EZERL, v~ 7u~v=
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