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Weighted Unifrac 3D PCoA

Adonis R2 = 0.77
ANOSIM R = 0.92
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Supplementary Figure 2: 3D principle coordinates analysis (PCoA) plot and dendrogram analysis performed using the weighted Unifrac metrics

calculated for the rarefied OTU table data across all samples of the study. (A) The weighted Unifrac distances were determined through QIIME (v1.9.1)

using the “beta_diversity_through_plots.py” module, and these values were used to construct the 3D PCoA plot using the “PCoA.py” command in

PhyloToAST (v1.4.0). The percent variation explained is listed on the X, Y, and Z axes, and the ANOSIM and Adonis measures were calculated between

groups using the “compare_categories.py” command in QIIME (v1.9.1) which are listed in the plot. (B) The Unifrac distance values were uploaded into

PRIMER-6 (Primer-E Ltd, Plymouth Marine Laboratory, Plymouth UK, v6.1.2), and used to generate the dendrogram using group average clustering.

Figure legend corresponding to each sample type is listed to the top right of the PCoA plot.


