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Fig. S1 The unique and shared number of ASVs in soil bacterial and fungal communities across five land use types (F: farmland; N: natural grassland; U: uncultivated land; R: riverbed; A: artificial grassland).
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Fig. S2 The relative abundances of bacterial and fungal communities at the phylum level. 
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[bookmark: _Hlk193462837]Fig. S3 Differential composition of the soil fungal community at the phylum level across five land use types via Wilcoxon tests (R: riverbed; U: uncultivated land; N: natural grassland; A: artificial grassland; F: farmland; different letters indicate significance between land use types via Wilcoxon tests for pairwise comparisons).
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Fig. S4 Mantel test between the microbial communities and physiochemical parameters in farmland and natural grassland soils.
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Fig. S5 Fitted neutral model of soil fungal communities (ASVs) in farmland (A) and natural grassland (B).
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Fig. S6 The difference in the node degree, node betweenness and node closeness of the co-occurrence network of microbial communities from two main land use types (F: Farmland; N: Natural grassland).
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[bookmark: OLE_LINK5]Fig. S7 The proportion of bacterial and fungal nodes (A), proportion of negative and positive edges (B), and count of bacterial and fungal key stones (C), and proportion of keystone species at phylum level (D) in soils from farmland (F) and natural grassland (N). (BBA: Bacteria-bacteria association, FFA: Fungi-fungi association; BFA: Bacteria-fungi association)
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Fig. S8 The network stability of co-occurrence network of microbial communities in soils from farmland (F) and natural grassland (N).
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Node-Level Network Metric Comparison
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Network Composition and Keystone Taxa Summary
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