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a : g__Dechloromonas
b : f__Bdellovibrionaceae
c : g__Bdellovibrio
d : g__Desulfovibrio
e : f__Ruminococcaceae
f : g__Ruminococcaceae_UCG_004
g : g__Anaerofilum
h : g__unclassified_f__Ruminococcaceae
i : g__Ruminococcus_1
j : g__Ruminiclostridium_6
k : g__Eubacterium__ventriosum_group
l : g__norank_f__Christensenellaceae
m : f__Clostridiaceae_1
n : g__Clostridium_sensu_stricto_1
o : o__Bacillales
p : f__Staphylococcaceae
q : g__Staphylococcus
r : f__Streptococcaceae
s : g__Streptococcus
t : c__Erysipelotrichia
u : o__Erysipelotrichales
v : f__Erysipelotrichaceae
w : g__Faecalibaculum

x : f__Prevotellaceae
y : g__Prevotellaceae_UCG_001
z : f__Rikenellaceae
a1 : g__Rikenellaceae_RC9_gut_group
b1 : o__OPB56
c1 : f__norank_o__OPB56
d1 : g__norank_o__OPB56
e1 : p__Actinobacteria
f1 : c__Actinobacteria
g1 : g__norank_f__Eggerthellaceae
h1 : o__Bifidobacteriales
i1 : f__Bifidobacteriaceae
j1 : g__Bifidobacterium
k1 : p__Verrucomicrobia
l1 : c__Verrucomicrobiae
m1 : o__Verrucomicrobiales
n1 : f__Akkermansiaceae
o1 : g__Akkermansia
p1 : p__Acidobacteria
q1 : c__Blastocatellia_Subgroup_4
r1 : o__Blastocatellales
s1 : f__Blastocatellaceae
t1 : g__norank_f__Blastocatellaceae
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c__Actinobacteria
p__Actinobacteria

f__Bifidobacteriaceae
g__Bifidobacterium

o__Bifidobacteriales 3.63788646985

g__Ruminococcus_1 3.18390492049

f__Erysipelotrichaceae

4.75248436182
o__Erysipelotrichales

4.75248436182
c__Erysipelotrichia

4.75248436182
f__Clostridiaceae_1 4.18996228485

g__Clostridium_sensu_stricto_1 4.18673780906

g__unclassified_f__Ruminococcaceae 4.008777738

g__Desulfovibrio 3.6762253683

g__norank_f__Eggerthellaceae 3.44647206339

g__Streptococcus 3.44144967356

f__Streptococcaceae 3.43829764731

g__Ruminiclostridium_6 3.32321419274

g__Staphylococcus 3.11532532861

o__Bacillales 3.11262065672

f__Staphylococcaceae 3.0909889068

g__Ruminococcaceae_UCG_004 3.00005832716

f__Ruminococcaceae 4.46695099317

g__Faecalibaculum 4.35255212273

f__Akkermansiaceae 4.09853260662

o__Verrucomicrobiales 4.09853260662

c__Verrucomicrobiae 4.09853260662

p__Verrucomicrobia 4.09853260662

g__Akkermansia 4.09853260662

g__Anaerofilum 3.33554931379

g__Dechloromonas 3.21401319123

f__norank_o__OPB56 3.11923537168

g__Bdellovibrio 3.11702033228

o__OPB56 3.10258943009

c__Blastocatellia_Subgroup_4 3.10231439293

o__Blastocatellales 3.09905027342

f__Bdellovibrionaceae 3.09892477059

p__Acidobacteria 3.09669997872

g__norank_f__Blastocatellaceae 3.09062964502

f__Blastocatellaceae 3.08658104244

g__norank_o__OPB56 3.08364585393

f__Rikenellaceae 4.41260262905

f__Prevotellaceae 4.37398763437

g__Prevotellaceae_UCG_001 4.1024645706

g__Rikenellaceae_RC9_gut_group 3.97500668165

g__norank_f__Christensenellaceae 3.14043124231

g__Eubacterium__ventriosum_group 3.13494037227
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