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Alistipes putredinis, n=218
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Bacteroides cellulosilyticus, n=138

PCo1 (39% variance explained)
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Bacteroides dorei, n=177
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Bacteroides eggerthii, n=123



PCo1 (58% variance explained)
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Bacteroides intestinalis, n=25
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Bacteroides massiliensis, n=100
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Bacteroides stercoris, n=197
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Bacteroides uniformis, n=362
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Bacteroides vulgatus, n=44

PCo1 (4% variance explained)
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Bifidobacterium adolescentis, n=146
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Butyrivibrio crossotus, n=77
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Clostridium sp l2 50, n=43



PCo1 (31% variance explained)

P
C

o2
 (

27
%

 v
ar

ia
nc

e 
ex

pl
ai

ne
d)

Coprococcus eutactus, n=22

PCo1 (12% variance explained)
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Coprococcus sp art55 1, n=89
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Dialister invisus, n=92
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Eubacterium eligens, n=17
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Eubacterium rectale, n=894
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Eubacterium siraeum, n=355
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Faecalibacterium prausnitzii, n=679
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Ruminococcus bromii, n=112
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Ruminococcus sp 5 1 39bfaa, n=10


