
Supplemental Fig. 1. Taxonomic composition of the fecal microbiota in fresh (D0) and stored (D28 or F28) samples at genus level.

R
el

at
iv

e 
ab

un
da

nc
e 

at
 g

en
us

 le
ve

l

0%

10%

20%

30%

40%

50%

60%

70%

80%

90%

100%

D0 D28 F28

Other
o__Clostridiales; f__Ruminococcaceae; __
o__Bacillales; f__Bacillaceae; g__Bacillus
o__Pasteurellales; f__Pasteurellaceae; g__Haemophilus
o__Turicibacterales; f__Turicibacteraceae; g__Turicibacter
o__Clostridiales; f__Ruminococcaceae; g__Butyricicoccus
o__Coriobacteriales; f__Coriobacteriaceae; g__
o__Enterobacteriales; f__Enterobacteriaceae; __
o__Clostridiales; f__Ruminococcaceae; g__Oscillospira
o__Clostridiales; f__Clostridiaceae; g__Clostridium
o__Clostridiales; f__Veillonellaceae; g__Megamonas
o__Clostridiales; __; __
o__Verrucomicrobiales; f__Verrucomicrobiaceae; g__Akkermansia
o__Erysipelotrichales; f__Erysipelotrichaceae; g__
o__Bacteroidales; f__Bacteroidaceae; g__Bacteroides
o__Clostridiales; f__Lachnospiraceae; g__[Ruminococcus]
o__Clostridiales; f__Lachnospiraceae; g__Roseburia
o__Lactobacillales; f__Streptococcaceae; g__Streptococcus
o__Clostridiales; f__Lachnospiraceae; g__Dorea
o__Clostridiales; f__Ruminococcaceae; g__Ruminococcus
o__Clostridiales; f__Ruminococcaceae; g__Faecalibacterium
o__Clostridiales; f__Lachnospiraceae; __
o__Clostridiales; f__Ruminococcaceae; g__Gemmiger
o__Clostridiales; f__Lachnospiraceae; g__Coprococcus
o__Coriobacteriales; f__Coriobacteriaceae; g__Collinsella
o__Bifidobacteriales; f__Bifidobacteriaceae; g__Bifidobacterium
o__Clostridiales; f__Lachnospiraceae; g__Blautia


