Combining spring wheat genotypes with contrasting root architectures modifies plant-microbe interactions under different water regimes
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[bookmark: _Hlk198555284]Table S1 Experimental setup of the runs 1 to 3, each containing one replicate of each treatment. The table also shows the respective column positions of the different treatments within the climate chamber during each run.
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Fig. S1 δ13C (a) and δ15N signal (b) in leaf and stem for the phenotype with the deep root system (DRS) (green), the phenotype with the shallow root system (SRS) (yellow), the phenotype with the deep root system in the mixture (dark blue) and the phenotype with the shallow root system in the mixture (light blue). Error bars represent the standard deviation of 3 replicates. Circles represent the mean value under well-watered conditions (WW) while triangles represent the mean value under water deficit conditions (WD).
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Fig. S2 Gravimetric soil water content in in various soil depths for the deep root system (DRS) (green), shallow root system (SRS) (yellow) and the mixture (MIX) (blue) under well-watered (WW) and water-deficit (WD) conditions. Data represent means of 3 replicates with standard deviation of 3 replicates
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[bookmark: _Hlk171502872][bookmark: _Hlk171503321]Fig. S3 Microbial carbon (a) and δ13C signal in microbial carbon (b) in various soil depths for the deep root system (DRS) (green), shallow root system (SRS) (yellow) and the mixture (MIX) (blue) under well-watered (WW) and water-deficit (WD) conditions. Error bars represent the standard deviation of 3 replicates. 
Statistical model 
mod1<- lme(Parameter~Phenotype*Depth*Water, data=data, random=~1|Run/Column, na.action = na.omit)
anova(mod1)
For the term "Parameter", the respective analytical endpoint was inserted (e.g., PLFA, enzyme activity, etc.).
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