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B-diversity landscape reflects community
dominance by distinct Bifidobacterium spp.

Communities dominated by BL. infantis are
“exclusive clubs” depleted of other Bifidobacteria

GOAL: to perform a global-level survey of
Bifidobacterium community structure
focusing on dominant HMO-utilizing species
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reflected in the contrasting and rarely co-dominant distributions of B.
longum infantis, B. longum longum and B. breve; B. infantis-dominated
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Figure 1. Cohort and methodology description for the global survey into Bifidobacterium ecology. ® 5 ot
. longum infantis

(A) Approximate geographical sources of cohort data. (B) Infant age (in months) at biospecimen collection.

Each participant contributed a single sample. (C) Alpha diversity measured as Shannon Index for every gut
microbial community, stratified by infant feeding practice. (D) Data pooling and metagenomic profiling
pipeline. Data from 8 cohorts underwent taxonomic and functional profiling with the BioBakery 4 suite.

Figure 3. Abundance patterns for select Bifidobacterium spp. across cohorts. (A) Feeding practice propor-
tion across cohorts. (B) Prevalence of select Bifidobacterium spp. across cohorts. (C) Average relative abun-
dance of select Bifidobacterium spp. across cohorts. (A), (B), and (C) share the same x-axis.

communities consistently depleted of other HMO-utilizing bifidobacteria,
including more broadly co-occurring taxa such as B. bifidum.
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