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[bookmark: _Hlk162436380]Fig. S1. Free-ranging livestock (cattle and horse) feeding in the forest and fence treatment excluded all herbivory in the WL Plot.


[image: ]Fig. S2. Pearson correlations between microbial community, soil properties and livestock intensity (N = 170). Significant (P < 0.05) correlations are shown. The numbers in the quadrats are the corresponding correlation coefficients. Pairwise correlations of these variables are shown with a color gradient indicating Pearson’s correlation coefficients. Soil variables include soil organic matter (SOM), total phosphorus (TP), available phosphorus (AP), total nitrogen (TN), available nitrogen (AN), and pH.


[image: ]Fig. S3. Structure equation model showing hypothesized probabilistic expectations based on the results of manipulative and mensurative experiments, and literature related to the direct and indirect relationship from livestock intensity to soil microbial richness. Black lines represent expected positive effects, red lines represent expected negative effects.
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