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d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g Sporobacter.s Sporobacter termitidis
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class: Con|
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d__Bacteria.p__Planctomycetes.c_ Planctomycetia.o__Pirellulales.f _Pirellulaceae.g_ Rubripirellula.s__Rubripirellula_sp002689655

0.008 |class: Con| class: Pro]

0.007

0.006

0.005

0.004
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Relative abundance

d_Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g_Pseudoclostridium

0.006

{class: Con}
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Relative abundance

d_ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g__Sporobacter

0.005
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d__ Bacteria.p__ Firmicutes.c_ Bacilli.o__Lactobacillales.f Lactobacillaceae.g_ Ligilactobacillus.s__Ligilactobacillus_ruminis
0.005

|class: Con| class: Pro
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Relative abundance

d__Bacteria.p__Actinobacteria.c__Coriobacteriia.o__Coriobacteriales.f _Atopobiaceae.g Olsenella
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Relative abundance

d_Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _Lachnospiraceae.g__Anaerosacchariphilus

class: Con|

class: Pro]




Relative abundance

d__ Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g__Anaerotruncus
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d__ Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f Lachnospiraceae.g__Anaerostipes
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d__Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g__Anaerotruncus.s__Anaerotruncus_colihominis
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d_ Bacteria.p__Firmicutes.c_ Erysipelotrichia.o__Erysipelotrichales.f _Erysipelotrichaceae.g Absicoccus.s Absicoccus_porci
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d__ Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f _Eubacteriales Family XIll__Incertae_Sedis.g_ Bacilliculturomica

0.008 {class: Con} {class: Pro}
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Relative abundance

d__ Bacteria.p__ Firmicutes.c__ Clostridia.o__Eubacteriales.f _Lachnospiraceae.g_ Blautia.s_ Blautia_sp003287895
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d_Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Peptococcaceae.g Peptococcus.s_uncultured bacterium
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Relative abundance

d__ Bacteria.p__Planctomycetes.c_ Planctomycetia.o__Pirellulales.f _Pirellulaceae.g__Rhodopirellula
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ria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Eubacteriales Family Xlll__Incertae Sedis.g Mogibacterium.s__uncultured rumer
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d_Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _Lachnospiraceae.g Eisenbergiella.s _Eisenbergiella sp900066775
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Relative abundance




Relative abundance

0.020

0.015

0.010

0.005

0.000
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d__Bacteria.p__ Proteobacteria.c__Alphaproteobacteria.o _Hyphomicrobiales
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Relative abundance

d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _norank.g Lawsonibacter

0.030 {class: Con} {class: Pro}

0.025

0.020




Relative abundance
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Relative abundance

d__ Bacteria.p__Firmicutes.c_ Bacilli.o__Lactobacillales.f Lactobacillaceae.g__Ligilactobacillus
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Relative abundance

d__ Bacteria.p__Planctomycetes.c_ Planctomycetia.o__ Pirellulales.f _Pirellulaceae.g__ Rubripirellula

0.008
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d_ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Oscillospiraceae
class: Con| class: Pro]
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d__Bacteria.p__Chloroflexi
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Relative abundance

d_Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f _Christensenellaceae.g_Christensenella
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Relative abundance

d__ Bacteria.p__Firmicutes.c_ Bacilli.o_ Bacillales.f _Bacillaceae
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Actinobacteria
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Relative abundance

d_Bacteria.p__Actinobacteria.c__Coriobacteriia

{class: Con} class: Pro}




Relative abundance

d_ Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g Eisenbergiella
class: Con| class: Pro|




_Bacteria.p__Actinobacteria.c__Actinomycetia.o__ Bifidobacteriales.f _Bifidobacteriaceae.g_ Bifidobacterium.s__ Bifidobacterium_glob
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d__Bacteria.p__ Firmicutes.c__ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_ Blautia.s_ Blautia_coccoides
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d__ Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_Schaedlerella.s__Schaedlerella_sp000403295
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Relative abundance
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d__ Bacteria.p__Chloroflexi.c_ Anaerolineae.o__Anaerolineales.f _Anaerolineaceae.g_ Flexilinea
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d__ Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f _Lachnospiraceae.g_ Butyrivibrio.s_ Butyrivibrio_proteoclasticus
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d_Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_Schaedlerella.s Schaedlerella_glycyrrhizinilytica
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d__Bacteria.p__Actinobacteria.c__Coriobacteriia.o__Eggerthellales.f Eggerthellaceae.g Gordonibacter
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d_Bacteria.p__ Bacteroidetes.c_ Bacteroidia.o__Bacteroidales.f Prevotellaceae.g Prevotella.s Prevotella_ruminicola
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d__ Bacteria.p__Chloroflexi.c_ Anaerolineae.o__Anaerolineales.f _Anaerolineaceae.g_ Flexilinea.s_ Flexilinea_flocculi
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Relative abundance

d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Clostridiaceae.g _Massilioclostridium
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d_ Bacteria.p__Firmicutes.c_ Bacilli.o__Lactobacillales.f _Streptococcaceae.g Streptococcus.s Streptococcus_lutetiensis
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Relative abundance

d__ Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_Lacrimispora
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d_Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Christensenellaceae.g_Christensenella.s_Christensenella_hongkongen:
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d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g Anaerobutyricum.s__Anaerobutyricum_soehngeni

class: Con class: Pro]
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d_Bacteria.p__Actinobacteria.c__Coriobacteriia.o__Coriobacteriales.f _Atopobiaceae.g Olsenella.s_ Olsenella sp001457795
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Relative abundance

d__ Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f _norank.g__Intestinimonas.s__Intestinimonas_massiliensis
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d_ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Lachnospiraceae.g Mediterraneibacter
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d__ Bacteria.p__ Planctomycetes.c_ Planctomycetia.o_ Pirellulales.f _Pirellulaceae.g_Rhodopirellula.s__uncultured bacterium
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d__Archaea.p__Euryarchaeota.c_ Methanobacteria.o__Methanobacteriales.f Methanobacteriaceae.g Methanobrevibacter
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0.020

0.015

0.010

Relative abundance

0.005




Relative abundance

d__Bacteria.p__Planctomycetes.c_ Planctomycetia.o__Pirellulales.f _Pirellulaceae
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a.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Eubacteriales Family XIll__Incertae_Sedis.g_Bacilliculturomica.s__Bacilliculturomic:
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d__Bacteria.p__Actinobacteria.c__Coriobacteriia.o__Coriobacteriales.f _Atopobiaceae.g Olsenella.s_ Olsenella_uli
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d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f Eubacteriaceae.g_ Anaerofustis.s__Anaerofustis_stercorihominis

0.016 class: Con class: Pro]
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d__ Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f _norank.g Lawsonibacter.s_Lawsonibacter sp003478995
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O _Euryarchaeota.c_ Methanobacteria.o__Methanobacteriales.f Methanobacteriaceae.g Methanobrevibacter.s Methanobrevibacte
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d_ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g Anaerostipes.s_ Anaerostipes sp001940315
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d__ Bacteria.p__ Firmicutes.c__ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_Mediterraneibacter.s__Mediterraneibacter_lactaris
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Bacteria.p__Firmicutes.c_ Clostridia.o__Eubacteriales.f Lachnospiraceae.g_Anaerosacchariphilus.s__Anaerosacchariphilus sp9000¢
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d__ Bacteria.p__Chloroflexi.c_ Anaerolineae.o__Anaerolineales.f _Anaerolineaceae
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d__ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f Eubacteriaceae.g_Pseudoramibacter.s Pseudoramibacter fermentan
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Bacteria.p__Firmicutes.c__ Clostridia.o__Eubacteriales.f _Oscillospiraceae.g_Pseudoclostridium.s_ Pseudoclostridium_thermosuccino
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d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Christensenellaceae.g Christensenella.s_ Christensenella_timonensis
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1 Bacteria.p__Firmicutes.c__Clostridia.o__Eubacteriales.f _Clostridiaceae.g__Massilioclostridium.s__Massilioclostridium_methylpento:
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Relative abundance

d__Bacteria.p__Planctomycetes.c_ Planctomycetia.o__Pirellulales
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Relative abundance

d__Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f Eubacteriaceae.g_Pseudoramibacter
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Relative abundance

d__ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _norank.g_Howardella
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d__ Bacteria.p__ Firmicutes.c_ Clostridia.o__Eubacteriales.f _Christensenellaceae
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