
Description of Additional Supplementary Files:  

 

Supplementary Movie 1. Root sampling. Employing scissors to sample the ~10 cm fragment 

corresponding to the soil depth between −5 and −15 cm.  

Supplementary Data 1. Experimental Design. Mapping of samples and utilized barcodes.  

Supplementary Data 2. Bioinformatics script. The archive contains the command line script, including 

all individual parameters and support files.  

Supplementary Data 3. Microbiome analysis in R.  The archive comprises a PDF report (the R-markdown 

output) that summarizes the microbiome analysis in R. This report also provides additional background 

information, a description of the sequencing effort as well as explanations and justifications for the 

analysis logic.  

Supplementary Data 4. Microbiome statistics.  This file lists for each sample type the taxonomies and 

statistic details (fold change (as log), abundance (as counts per million, log), edgeR’s likelihood ratio 

statistic with corresponding FDR corrected P-values) of the differentially abundant OTUs (field 

experiment: B73 vs. bx1 plants; feedback experiment: B73-conditioned [BX+] vs. bx1-conditioned [BX-] 

soils). 

 

 


