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Afforestation strengthens aggregational differentiation of soil nutrients and microbiomes in erosive degraded ecosystem
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Table S1 Methods of soil enzyme activity assays
	Enzyme
	Substrate
	Metabolite
	Unit
	References

	Invertase
	3,5-Dinitrosalicylic acid
	Glucose
	mg Glucose/(g soil d)
	Frankeberger and Johanson (1983)

	Urease
	Urea
	NH3-N
	mg NH3-N/(g soil h)
	Yang et al. (2016)

	Alkaline phosphatase
	p-nitrophenyl phosphate
	p-nitrophenol (PNP)
	mg PNP /(g soil h)
	Arif et al. (2018)

	Catalase
	H2O2
	H2O
	mg H2O2/(g soil h)
	Johnson and Temple (1964)


Significance level: *P < 0.05, **P < 0.01
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[bookmark: _Hlk3229899]Fig. S1 Geographical location of the study site for the three selected sub-ecosystems in the Danjiangkou Reservoir Area. SNWTP Route: The South–North Water Transfer Project Central route.
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Fig. S2 Rarefaction curves of similarity-based operational taxonomic units (OTUs) at 97% similarity level
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Fig. S3 LEfSe analysis identified the differentially abundant taxon (relative abundance > 0.5% in at least one sample) from phylum level to genus level under different land-use types. Only taxa meeting an LDA significance threshold of 3.0 are shown. Small circles with different color-coded within the cladogram represent significantly higher abundance of those taxa in a certain aggregate within each soil type.
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Fig. S4 (a) and (b) Bray–Curtis distance dendrogram for soil bacterial and fungal beta-diversity within aggregates; (c) and (d) Community dissimilarity between MIA and SMA, MMA or LMA in each site based on Bray-Curtis distances. Lowercase letters indicate the difference between soil aggregates (P < 0.05)
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Fig. S5 Correlations between the dominant bacterial and fungal phyla and soil nutrients, enzymatic activities and the GMea. Only strong relationships are shown (P < 0.05).
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