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S5A Fig. Detrented corresponding analysis of the microbial communities for
experiment |, with singletons removed. Samples were from three experiment
locations (H, Hailun; F, Fengqiu; Y, Yingtan) with two treatments at each location:
planted (P) and unplanted (C, control), each treatment with three field replicates. Each
soil was tagged three times as technical replicates. The three technical replicates of
each soil were sequenced in the same MiSeq run. Singletons were removed.
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S5B Fig. Detrented corresponding analysis of the microbial communities for
experiment ll, with singletons not removed. Samples were from three experiment
locations (H, Hailun; F, Fengqiu; Y, Yingtan) with two treatments at each location:
planted (P) and unplanted (C, control), each treatment with three field replicates. Each
soil was tagged three times as technical replicates. The three technical replicates of
each soil were sequenced in three different MiSeq runs. Singletons were not removed.
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S5C Fig. Detrented corresponding analysis of the microbial communities for
experiment ll, with singletons removed. Samples were from three experiment
locations (H, Hailun; F, Fengqiu; Y, Yingtan) with two treatments at each location:
planted (P) and unplanted (C, control), each treatment with three field replicates. Each
soil was tagged three times as technical replicates. The three technical replicates of
each soil were sequenced in three different MiSeq runs. Singletons were removed.



