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Figure S1. Phylogenetic analysis of MARB and MAREB isolated from the control soil and pakchoi.
0, MARB from soil before planting; A, MAREB from pakchoi; m, MARB from soil after harvest.
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Figure S2. Phylogenetic analysis of MARB and MAREB isolated from the CM-amended soil and
pakchoi. o, MARB from soil before planting; A, MAREB from pakchoi; m, MARB from soil after

harvest; ¢, MARB from CM.
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Figure S3. Phylogenetic analysis of MARB and MAREB isolated from the COF-amended soil and
pakchoi. 0, MARB from soil before planting; A, MAREB from pakchoi; m, MARB from soil after harvest.
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