Micro-environmental variation of soil microbial biodiversity differs across land use types – implications for field sampling designs
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Supplementary Figures
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Figure S1. Empirical semivariograms (dots) and spherical fitted model (dash lines) for microbial biomass in forest (a), grassland (b) and horticulture (c) land. 
[bookmark: _GoBack]

[image: ]
Figure S2. Empirical semivariograms (dots) and spherical fitted model (dash lines) for Shannon-Wiener (a-c) and Inverse Simpson indexes (d-f) indexes in forest (a, d), grassland (b, e) and horticulture (c, f) land. Vertical lines signalize the limit of spatial dependence and the corresponding practical range value in cases where autocorrelation exist.
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Figure S3. Relative abundance of microbial taxa at phylum level for each depth class by land use. Stars denotes the most important phyla contributing to community turnover among depth classes in forest, grassland and horticulture lands resulting from SIMPER analysis.
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Figures S4. Correlation of Raup-Crick (Bray-Curtis) dissimilarity (a) and β-nearest taxon index (β-NTI) (b) and Euclidean distance matrix of spatial distance for each soil depth at forest, grassland and horticulture land use. 
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