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Figure 3: Community dynamism is higher in HUU as compared to HEU
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Molars Microbial signature of the anterior and posterior teeth among all individuals

independent of HIV status. The relative weight of each taxon is listed as its
coefficient value (y axis). (b) Prediction box and density plots of the microbial
signature model for anterior and posterior teeth driven by the balance of taxa listed
in subplot a. (c) Capscale plots depicting the Aitchison distance of anterior and
posterior teeth in HUU, HEU, and HI children. Significance between groups
determined by PERMANOVA analysis and listed as Bonferroni adjusted p values.
Only adult H-CF teeth were included in this analysis.
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Figure 1: Sampling of each tooth across the dentition. (a)
Proportion of each tooth by HIV group. Warm colors indicate
anterior teeth, cool colors are posterior teeth.
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