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Figure S2: Sample rarefaction curves for soil (a) and root (b) samples. OTUs were clustered by 97% similarity, and the number of OTUs per subsampled sequences was calculated in steps of 10 sequences by the R package 'Vegan'. Black line mark control samples (a1-4, b1-4), red for "MCP" (c1-4, d1-4), green "Proradix" (e1-4, f1-4), blue "FZB42l" (g1-4, h-4). Solid lines mark 0 and dashed lines- 12.5 kg P ha-1 dose.  On average, 18900 sequences were analyzed per sample resulting in 2700 OTUs for soil, compare to 1450 OTUs in each root sample.
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