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FIG S5 Metapangenome of Bifidobacterium breve. The 26 in-house B. breve MAGs was
supplemented with 107 published genomes ( A)
and our 4 B. longum MAGs was supplemented with 310 published genomes

( B) for pangenome construction following
pangenome workflow (1). B. breve pangenome was displayed using anvi'o vers 6.2 (2). BLASTP was
used to compute ANI identity between all pairs of genes. Markov Cluster Algorithm (MCL) (3) was
used to generate homologous gene clusters (HGCs). Amino acid sequences of each HGC were
aligned using MUSCLE (4). HCG was assigned to core, accessory or dispensable according the

hierarchical clustering of the gene clusters. Detail of each HGC was in
C. Sourmash vers 3.3 (5) was used to compute

Average nucleotide identity (ANI) across genomes. The source indicates the isolated origin of the

genome, and genomes of the same subject are indicated in the same cohort.
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