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Supporting Information S3 Fig. Bifidobacterium relative abundance and OTU
distribution by timepoint and treatment group

(A) Relative abundance of Bifidobacterium Operational Taxonomic Units (OTUS) in the
fecal microbiome profiles of the fecal microbiome transplant (FMT) donors and the germ-
free, conventionalized, and Bifidobacterium-colonized cohorts. Plots represent data at 24,
48, and 72 hours after transfer from the gnotobiotic isolators, and on day 8 (last day of
study). (B-C) Species-level OTUs identified as Bifidobacterium (Bifidobacterium longum
and Bifidobacterium dentium) in the conventional and FMT donor microbiome profiles (B)
and the Bifidobacterium-colonized group (C) are plotted for each timepoint after transfer
from the gnotobiotic isolators. All data are presented as means +SEM (n = 4-6 mice per
timepoint/treatment group). *p < 0.05, **p<0.01, ***p<0.001, ****p<0.0001, n.s.=not
significant  (germ-free=GF=G, Conventionalized=CONV=C, and Bifidobacterium-
colonized=BIF=B)



