Figure S1. Distribution of host adapted and broadly distributed OTUs to particular taxa. Clustal alignment of
V3/V4 of 16S rRNA gene sequences was used for comparison of 561 most common OTUs from chicken,
human and pig microbiota. Branches in bold points towards OTUs present in two or more hosts. Colors of
inner labels and branches indicate host adaptation - green indicates human adapted OTUs, red - chicken
adapted OTUs, blue - pig adapted OTUs, black - host non-adapted OTUs. External labels indicate
classification into families. Families in green belong to Firmicutes, magenta - Bacteroidetes, blue -

Proteobacteria, yellow - Actinobacteria, black - all other phyla. Host non-adapted OTUs were randomly
distributed mainly among Firmicutes and Proteobacteria.
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