Figure.1 PCoA plot of fungal (A), bacterial (B) and archaeal (C) community
composition among biotopes. Ternary plot depicting compartment relative abundance
of fungal (D), bacterial (E) and archaeal (F) OTUs among biotopes of soil,
phyllosphere and faeces. Each point corresponds to a class. Its position represents its
relative abundance with respect to each biotope, and its size represents average
relative abundance across biotopes. All the classes in the same phylum are exhibited
in the same colour. GS, GP and GF represent the soil, phyllosphere and faeces

samples in grazed grassland soil respectively.

Figure. 2 (A) Network like Venn plot of microbial communities across biotopes of
soil, phyllosphere and faeces. OTUs in soil, phyllosphere and faeces and their mutual
overlaps are presented with network topography. Venn plot of fungal (B), bacterial
(C) and archaeal (D) OTUs among biotopes of soil, phyllosphere and faeces.

Figure. 3 Relative abundance analysis of fungal (A), bacterial (B) and archaeal (C)
communities in biotopes of soil, phyllosphere and faeces on phylum level visualized
by barplot; Relative abundance analysis of fungal (D) and bacterial (E) communities
in biotopes of soil, phyllosphere and faeces on phylum level visualized by coxcomb
analysis; The fungal genuses with top 15 relative abundance by random forest

classification (F).

Figure. 4 Fungal (A), bacterial (B) and archaeal (C) co-occurrence networks of soil
and phyllosphere biotopes in grazed and ungrazed grassland. Nodes represents
individual species; edges represent significant spearman correlations (|p| > 0.9, P <
0.001). All the species classified in the same phylum are visualized in the same

colour.

Figure. 5 Canonical correspondence analysis (CCA) of the environmental factor

impacts on fungal, bacterial and archaeal community composition. GS, GP and GF



represent the soil, phyllosphere and faeces samples in grazed grassland soil

respectively.

Figure. 6 Structural equation model (SEM) of relationship between physical factors,
nutrient properties and microbiota. For each significant relationship, standardised
coefficient and p = values are given alongside arrow, and arrow weights are

proportional to standardised coefficients.
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