
d1 d3 d5 d7 d14 d21 d28 d35 d42

g__Prevotella
g__Bacteroides
g__Phocaeicola

g__Scatovivens
g__CAG−273
g__CAG−269
g__CAKNOI01

g__Coprosoma
g__Faecimonas
g__RUG12867
g__Scybalousia
g__Unclassified
g__CALVVX01
g__CAG−1193
g__RUG591
g__CAG−302
g__Faecenecus

g__Onthenecus
g__Alectryocaccomicrobium
g__Limiplasma
g__Egerieenecus
g__Pullichristensenella

g__Caccalectryoclostridium
g__Alloclostridium
g__Ornithoclostridium

g__Acutalibacter
g__UBA1417
g__Anaeromassilibacillus
g__Heritagella
g__CAG−217
g__RGIG2774
g__Gallacutalibacter
g__Solibaculum
g__Eubacterium
g__Limousia
g__Fimenecus
g__Scatavimonas

g__Faecalibacterium
g__Gemmiger
g__Ruminococcus
g__Ruthenibacterium
g__Negativibacillus
g__UBA866
g__Faeciplasma
g__Anaerofilum
g__Fournierella
g__Anaerotruncus
g__Ruminiclostridium
g__CALXEN01
g__Faecivivens

g__ER4
g__Vescimonas
g__Evtepia
g__Faecousia
g__Pelethomonas
g__Avoscillospira
g__Enterenecus
g__Flavonifractor
g__Dysosmobacter
g__Lawsonibacter

g__Gallimonas
g__Borkfalkia
g__Coproplasma

g__Onthoplasma
g__UMGS687

g__Parasutterella
g__Aphodousia
g__Sutterella

g__Holdemanella
g__Amedibacillus
g__Amedibacterium
g__Massilicoli
g__Merdibacter

g__CAG−41
g__Ornithomonoglobus

g__Acinetobacter
g__Flaviflexus
g__Brachybacterium
g__Jeotgalicoccus
g__Coprobacter
g__Fimimonas
g__Harrysmithimonas
g__Pelethenecus
g__Stercorousia
g__Rothia
g__Carnobacterium
g__Phascolarctobacterium
g__CAG−274
g__Collinsella
g__Fusobacterium
g__Adlercreutzia
g__Intestinibacter
g__Streptococcus
g__Sarcina
g__UMGS1477
g__Bacillus
g__Zhenhengia
g__Limisoma
g__Megasphaera
g__URXU01
g__Pseudomonas
g__Ezakiella
g__Porphyromonas
g__Enorma
g__Enterousia
g__Butyricimonas
g__Odoribacter
g__Gallibacterium
g__Clostridium
g__Romboutsia
g__Bilophila
g__Parabacteroides
g__Gallicola
g__Limadaptatus
g__Galligastranaerophilus
g__CAG−465
g__Cryptoclostridium
g__Barnesiella
g__Tidjanibacter
g__Alistipes
g__Anaerotignum
g__Agathobaculum
g__Rubneribacter
g__Butyricicoccus
g__Sphingomonas
g__Enterococcus
g__Aerococcus
g__Bifidobacterium
g__Corynebacterium

g__Agathobacter
g__Roseburia
g__Acetatifactor
g__KLE1615
g__Ventrimonas
g__Lachnospira
g__Anaerostipes
g__Dorea
g__Bariatricus
g__Schaedlerella
g__Butyribacter
g__Hominisplanchenecus
g__RUG115
g__CAG−303
g__Coprococcus
g__Wujia
g__Faecalimonas
g__Pararoseburia
g__Fusicatenibacter
g__Blautia
g__Mediterraneibacter
g__Egerieimonas
g__Sellimonas
g__Merdimonas
g__Scatomonas
g__Eisenbergiella
g__Lachnoclostridium
g__Fimimorpha
g__Anaerobutyricum
g__Enterocloster
g__Choladocola
g__Merdiplasma
g__Limivivens
g__Choladousia
g__HGM12545
g__Caccovicinus
g__Merdisoma

g__Escherichia
g__Enterobacter
g__Lelliottia

g__Psychrobacillus
g__Sporosarcina
g__Kurthia
g__Lysinibacillus

g__Mammaliicoccus
g__Staphylococcus

g__Ligilactobacillus
g__Lactobacillus
g__Limosilactobacillus
g__Latilactobacillus
g__Lactiplantibacillus
g__Loigolactobacillus
g__Lapidilactobacillus
g__Pediococcus
g__Weissella

g__Faecalibacillus
g__Massilimicrobiota
g__Thomasclavelia

group
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family
f__Acutalibacteraceae
f__Bacteroidaceae
f__Borkfalkiaceae
f__Burkholderiaceae
f__CAG−508
f__CAG−74
f__Coprobacillaceae
f__Enterobacteriaceae
f__Erysipelotrichaceae
f__Lachnospiraceae
f__Lactobacillaceae
f__Oscillospiraceae
f__Planococcaceae
f__Ruminococcaceae
f__Staphylococcaceae
f__UBA1242
f__UBA1381
f__UBA3700
f__UBA660
Other

phylum
p__Actinomycetota
p__Bacillota
p__Bacteroidota
p__Cyanobacteriota
p__Desulfobacterota
p__Fusobacteriota
p__Pseudomonadota

Relative abundance (log10)
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