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Supplementary Figure S1.  Rhizotube shchematic. The purpose of this illustration is 

to demonstrate how the custom-made rhizotubes facilitate the collection of plant rhizosphere. 

The black insert within the tube is unwrapped to extract the rhizosphere, which is then 

separated from the bulk soil by shaking the roots. After removing the above-ground portion of 

the plant, the root-soil complex (comprising the rhizosphere and the endosphere) was obtained 

by shaking off the excess soil and then placed in a sterile 5ml tube and bulk soil samples were 

moved to a sterile Ziplock bag. Both were immediately transferred to dry ice and then stored at 

-80oC for DNA analysis.  
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Supplementary Figure S2. Taxonomic distribution of the microbial community represented in terms of the 

relative abundance at the Phylum level. The plot shows eight generations (1-8) for the high and low biomass 

treatments of both the Cvi (left) and Ler (right) genotypes of Arabidopsis thaliana. The microbial community is 

dominated by Proteobacteria, Bacteroidetes, Verrucomicrobia, and Planctomycetes which together comprise nearly 

73% of the bacterial community. 
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Supplementary Table S1 Statistical comparisons of biomass for Ler samples (t.test p-value * 

< 0.05; **<0.01; *** <0.001). 
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Supplementary Table S2 Statistical comparisons of biomass for Cvi samples (t.test p-value * 

< 0.05; **<0.01; *** <0.001). 
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Supplementary Table S3. ANOVA for Observed alpha diversity index shows a significant 

influence of generation on alpha diversity. Lineage is genotype and Regime is biomass 

treatment.  Design (Observed ~ Generation + Lineage + Regime) Df: degrees of freedom; 

SumOfSqs : sum of squares; Mean sq: mean squares; F: F statistic; Pr(>F): p-value.  
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Supplementary Table S4. ANOVA for Shannon alpha diversity index shows a significant 

influence of generation on alpha diversity. Lineage is genotype and Regime is biomass 

treatment.  Design (Observed ~ Generation + Lineage + Regime) Df: degrees of freedom; 

SumOfSqs : sum of squares; Mean sq: mean squares; F: F statistic; Pr(>F): p-value. 
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Supplementary Table S5. Linear mixed effect model for Shannon diversity index. Shows 

a significant effect of the generation and interaction term with genotype (“Lineage”) and 

biomass treatment (“Regime”). Design lmer (DiveristyMetric, Genotype*Generation*Regime, 

(1|Generation)) Sum Sq: sum of squares; Mean sq : mean squares; NumDF: numerator degrees 

of freedom; DenDF: denominator degrees of freedom; F value: F statistic; Pr(>F):  p-value. 

 

 

 

 

 

 
Supplementary Table S6. PERMANOVA weighted UniFrac distances for generation 1. 

The R2 values were computed using the PERMANOVA test with the adonis2 function for 

generation 1 for weighted UniFrac distances. Genotype is referred to as “Lineage” and 

biomass treatment as “Regime”.  Model (distance.matrix~biomass treatment +genotype). 

 

 



 
Supplementary Table S7. PERMANOVA weighted UniFrac distances for generation 8. 

The R2 values were computed using the PERMANOVA test with the adonis2 function for 

generation 8 for weighted UniFrac distances. Genotype is referred to as “Lineage” and 

biomass treatment as “Regime”.  Model (distance.matrix~biomass treatment +genotype). 

 

 

 
Supplementary Table S8. PERMANOVA unweighted UniFrac distances for generation 

1. The R2 values were computed using the PERMANOVA test with the adonis2 function for 

generation 1 for unweighted UniFrac distances. Genotype is referred to as “Lineage” and 

biomass treatment as “Regime”.  Model (distance.matrix~biomass treatment +genotype). 

 

 

 
Supplementary Table S9. PERMANOVA unweighted UniFrac distances for generation 

8. The R2 values were computed using the PERMANOVA test with the adonis2 function for 

generation 8 for unweighted UniFrac distances. Genotype is referred to as “Lineage” and 

biomass treatment as “Regime”.  Model (distance.matrix~biomass treatment +genotype). 

 

  



 
Supplementary Table S10. Mean and Standard deviation for biomass of Ler for all 

generations. The raw value of mean biomass of Ler are referred to as ‘mean_BM’ and the 

standard deviation is referred to as ‘sd_bm’.   

  



 
Supplementary Table S11. Mean and Standard deviation for biomass of Cvi for all 

generations. The raw value of mean biomass of Cvi are referred to as ‘mean_BM’ and the 

standard deviation is referred to as ‘sd_bm’.   

 


