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Fig. S2
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Fig. S3
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Figure legends:
Fig. S1 Changes in pH of soils planting of CA with different continuous cropping histories (A), and comparisons of soil pH with different treatments (B). 0 a, 2 a, and 3 a indicated that soils have been planted with CA for 0, 2, and 3 years, respectively. Different letters at one sampling time indicates significant differences among treatments (Duncan’s multiple range test, P≤0.05). 

[bookmark: OLE_LINK87][bookmark: OLE_LINK41][bookmark: OLE_LINK42]Fig. S2 Effects of LE and/or strain D1 on the bacterial community with time (A), and the changes in bacterial composition among different treatments during 50 days using Principal component analysis (PCA) (B). 0d represents the initial bacterial community, 15d and 50d represents day 15 and day 50, respectively. Those relative abundance lower than 1% were categorized to “others”.

Fig. S3 The top 30 dominant taxonomies at the genus level. Different colors represent different phylum for each genus.
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