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Figure S4. Barplot of the percent variance (R2) explained by each factor based on perMANO-
VA (nperm = 1000) using Bray-Curtis dissimilarities for either 16S rRNA gene or ITS pyrotag 
libraries. Only factors with statistical support (p < 0.05) factors were included in the plot. The 
full tabular perMANOVA results are included.


