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FIGURE S1 Flow chart for soil distribution (n=135) 

 

 

Table S1 Hypothesis liable for the structural equation model (Pathways referred to 

Figure S2). 

Number  Reference 

Pathway 1 (Mendes et al. 2011), (Latz et al. 2016), (Latz et al. 2012)  

Pathway 2 (Janvier et al. 2007)  

Pathway 4-3 (Bueno et al. 2016), (Benavent-González et al. 2018)  

Pathway 4-6 (Tian and Li 2017), (Opelt and Berg 2004) 

Pathway 5-3 (Latz et al. 2016), (Lange et al. 2014), (Pérès et al. 2013)  

Pathway 5-6 (Latz et al. 2012), (Eisenhauer et al. 2010), (Latz et al. 2016) 

 

 



 

FIGURE S2 The conceptual figure of structural equation models shows that plant 

community composition may affect bacterial antagonistic potential via soil abiotic and 

biotic measures. Numbers (1,2,3…) near each arrow represent pathways. 

Abbreviations: C/N, carbon/nitrogen ratio; TP, total phosphorus; NH4
+

,
 ammonium; 

SEM, structure equation modeling 

 

 

FIGURE S3 Principal component analysis (PCA) using PERMANOVA showing 

dominant plants effects on combined bacterial antagonism (n=135). 

 



 

FIGURE S4 Heatmap with Pearson correlation showing the relationship between 

bacterial relative abundance at the class level and soil characteristics and indices of 

bacterial antagonism (* P< 0.1, **P< 0.05, *** P< 0.001) 

Table S2 Overview of dominant plant effects on soil edaphic properties (mean ± SE). 

The boldface means significant effects of dominant plants (P<0.05). Abbreviation: 

SWC, moisture; SOC, organic carbon, TN, total nitrogen; TP, total phosphorus; NO3
-, 

nitrates; NH4
+, ammonium 

 Bulk Mosses Grasses P-value 

Edaphic properties 

SWC (%) 0.17±0.04 0.23±0.11 0.20±0.06 0.0016 

SOC (mg/g) 8.80±4.57 15.7±8.33 19.2±19.9 0.0378 

TN (mg/g) 1.05±0.41 1.97±1.00 2.29±1.27 < 0.001 

TP (mg/g) 0.76±0.26 0.77±0.24 0.74±0.16 0.8738 

NO3 (mg/g) 41.3±19.4 48.2±27.9 33.5±17.7 0.1207 

NH4 (mg/g) 14.2±7.80 14.9±4.96 14.5±4.87 < 0.001 

pH 7.41±0.12 7.38±0.17 7.11±0.16 < 0.001 
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