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Figure S1. Heatmap of the bacteria phylum (A) as well as Shannon’s
diversity (B&C) represented in the control soil (S), control (C), drought (D)
and HA (H) rhizosphere microbiome. Percent relative abundance was
normalized for heatmap; red indicates the highest and blue the lowest percent
relative abundance. Individuals within each group were arranged in order

along the x axis.



