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INTRODUCTION

Rhizosphere interactions are shaped by soil and plant
properties1. acdS bacteria decrease plant ethylene levels
and thereby contribute profoundly to plant health2.
We investigated in a soil column experiment how soil
types, root genotype, and depth gradients shape gene
expression patterns of maize roots and rhizosphere
acdS bacterial communities.
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RESULTS

Root expression patterns are mainly explained by 
soil and depth, but genotype effect is surprisingly minor.
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CONCLUSION

 Soil and Depth are main drivers for both root gene expression and 
acdS bacteria community composition

 Differentially expressed genes relate to multiple functional categories such 
as: growth, water/nutrient uptake, secondary metabolism, 
stress, and phytohormone signaling. 

 In Loam, acdS relative abundance is shifted towards proteobacteria, 
whereas in Sand, actinobacteria are more abundant.

Differentially expressed genes comprise various 
interesting functions and pathways:
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