Relative abundance — Summary across donors (fecal)

Sample-weighted mean per week (mean across all fecal samples pooled across donors)
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Relative abundance — Summary across donors (fecal)

Donor-balanced mean per week (mean within donor-week, then mean across donors)
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Relative abundance — Donor FO

Segatella copri - 59.0%

Ruminococcoides intestinale -

uncultured Selenomonadales bacterium -
Dorea longicatena -

Roseburia faecis -
Fusicatenibacter saccharivorans -

Candidatus Cibiobacter qucibialis -

Coprococcus hgminis e ccﬂéa;?yé!\g%

Gallintestinimicrobium-propionicum :
Bacteroides uniformis -
Faecalibacterium duncaniae -
Hominip IR aRe !

Phocaeicola dorei -
(=] mtestlnl .

Butyrihac
z.-hnyul} w 1G MR}

Rumlnococcus in estlna IS *
cl oomdlum SP. Al F37% D £

--fu v 0] ) :
Candidatus Aphodcl} s g‘p "?Q
AkkermanS|a

(7}

(i

assmen SIS -

o

Week

Segatella copri - 44.2%

Bacteroides uniformis - 10.3%

Bacteroides ovatus - 6.5%

Coprococcus hominis ex Arizal et al 2022 - 6.3%

uncultured Selenomonadales bacterium - 5.5%

Ruminococcoides intestinale - 3.6%
Blautia faecis - 3.6%

Ruminococcus sp CAG 254 - 2.2%

II|ntest| roblu opionicum - 1.6%
TR

BlandiRanRstnspatts: duéHialis - 0.2%

Faecalibacterium duncaniae - 0.0%
Klebsiella pneumonlae 0.0%

e
lﬂé&@rﬁ'ﬁl’é@dﬁmwm@ intestinavium - 0.0%
B‘ﬁ (PGS CREIHE Y5008 07




Relative abundance — Donor F1
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Relative abundance — Donor F2
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Relative abundance — Donor F3
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Relative abundance — Donor M4
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Relative abundance — Donor M5
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Relative abundance — Donor F6
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Relative abundance — Donor F7
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Relative abundance — Donor F8
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Relative abundance — Donor F9
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