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Supplemental Figure 1. P. gingivalis-altered gut microbiota does not affect % IL4* or IL17* or
IFN-y* CD4* T cells. CD3+ CD4+ T cells in lamina propria of small intestine measured by flow

cytometry analysis.

Supplementary table 1. List of genes in the custom Nanostring code set.

Supplementary table 2. Differentially abundant bacterial (16S) taxa in mice inoculated with P.

gingivalis.

Supplementary table 3. Differentially abundant fungal (ITS) taxa in mice inoculated with P.

gingivalis

Supplementary table 4. Differentially abundant bacterial (16S) taxa in P. gingivalis-altered

cecal microbiota recipient mice



Supplementary table 5. Differentially abundant fungal (ITS) taxa in P. gingivalis-altered cecal

microbiota recipient mice



