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Figure S4. Genus-level compositions of prokaryote and fungal community structure. (a) Prokaryotes
in the root dataset. Mean proportions of sequencing reads are shown for respective taxa. The
numbers of the samples from which sequencing data were successfully obtained are shown in the

parentheses. (b) Prokaryotes in the soil dataset. (¢) Fungi in the root dataset. (d) Fungi in the soil

dataset.



