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FIGURE 1 Effects of land-use intensity (secondary forest, abandoned land and cultivated land) on multifunctional resistance and C, N and P- functional resistance. Numbers represent values of resistance. Red represents resistance in secondary forest, orange represents resistance in abandoned farmland, and yellow represents resistance in cultivated land.
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FIGURE 2 Resistance and relative abundance of major bacteria phyla and classes (average across three land use). Red represents the resistance of bacteria, and green represents the relative abundance of bacteria.
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FIGURE 3 Effects of land-use intensity (SF: secondary forest; AL: abandoned land; CL: cultivated land) on the resistance of major bacteria (a) phyla and (b) classes. Values are means ± SE.
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FIGURE 4 (a)Nonmetric multidimensional scaling (NMDS) plot of soil microbial community composition based on Bray-Curtis distance metric of 16s RNA sequencing in the soil along the land-use intensity. Symbol abbreviations are as follows: PF: primary forest; SF: secondary forest; AL: abandoned land; CL: cultivated land;(b)Principal Component Analysis (PCA) plot of soil physicochemical properties and soil enzyme activities; Path diagram with standardized path coefficients describing the effects of land-use intensity, pH, soil elemental characteristics and soil microbial community on (c)multifunctional resistance,(d)C-functional resistance, (e)N-functional resistance and (f)P-functional resistance. The value and significance (* p<0.05, ** p<0.01) of the standardized path coefficients are provided next to the corresponding arrow (red: positive, blue: negative). 
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[bookmark: _GoBack]FIGURE 5 Bacterial groups predicting multifunctional resistance of ecosystem. (a)The top 20 biomarker bacterial classes were identified by applying Random Forests regression of their relative abundances in multifunctional resistance of ecosystem in the soil in four land-use intensities. Biomarker taxa are ranked in descending order of importance to the model accuracy. The inset represents 10-fold cross-validation error as a function of the number of input classes used to regress against the multifunctional resistance in the soil in order of variable importance; (b)Heatmap showing the relative abundances of the top 20 resistance-predictive biomarker bacterial classes against land-use intensity in the soil (P: primary forest; S: secondary forest; A: abandoned land; C: cultivated land).
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FIGURE 6 Mean importance of selected taxa in predicting changes in soil single function, based on Random Forest (% of increase in mean squared error MSE). Signiﬁcance levels are *p <0.05.
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