Additional Figure 2. Associations between human and microbial salivary RNA features
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Relationships between microbial and human RNA feature abundance were determined for the 31 selected features with a
Pearson correlation analysis. Features were hierarchically clustered based on strength of association. Strength of
association is denoted by circle size and direction is noted by color (where blue represents direct and red represents
indirect relationships). Only relationships with p<0.01 are shown.



