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Correlated Biomarkers In Phyla
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Proteobacteria
Spirochaetes

Tenericutes
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Correlated Biomarkers In Genera

Corynebacterium_1
Glutamicibacter
Alistipes
Alloprevotella
Bacteroides
Barnesiella
~lavobacterium
Parabacteroides
Prevotella 2
Prevotella 7
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Rikenellaceae  RC9 gut group
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_achnospira
_achnospiraceae FCS020_ group
_achnospiraceae UCG 004

_ysinibacillus
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Roseburia

Ruminiclostridium_6
Ruminococcaceae NK4A214 group
Ruminococcaceae UCG 014
Ruminococcus 1

RUMINOCOCCUS gauvreauili_group
RUMINOCOCCUS _gnhavus_group

Ruminococcus_torques group
Selenomonas_1

‘Issierella
‘uricibacter

'yzzerella 4
Velillonella
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Escherichia_Shigella
Ignatzschineria
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Pseudomonas
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Shewanella
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Treponema_2
Acholeplasma
Akkermansia




