
917 
Figure S8. Association of root bacterial beta diversity of genotype means with root rot resistance assessed by 918 
Principal Coordinates Analysis (PCoA) ordination. PERMANOVA results with the explained variances (R2) and 919 
the corresponding P values for different root rot resistance-associated traits (top) and the interaction with seed 920 
source (bottom) are included. SDWRel: Relative shoot dry weight per plant, tSDWRel: Relative total shoot dry 921 
weight per pot. 922 
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924 
Figure S9. Correlation between heritability and magnitude of correlation with root rot resistance for OTUs with 925 
negative (green) or positive (purple) association with emergence. Explained variances (R2) and the corresponding 926 
P values (top) and linear regression equation (bottom) are shown. 927 
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929 
Figure S10. Co-occurrence network of bacterial and fungal OTUs. Gray, dark red and dark green nodes belong to 930 
fungal OTUs. White, light red and light green nodes belong to bacterial OTUs. Red nodes are significantly 931 
associated with root rot susceptibility, green nodes are significantly associated with root rot resistance. Blue framed 932 
nodes represent the top 58 heritable OTUs. 933 
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935 
Figure S11. Prevalence plot showing each OTUs relative abundance rank and prevalence. The 11 most resistance-936 
associate, heritable, and connected OTUs (shown in Figure 5 e) are highlighted in red. 937 
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948 
Figure S12. Correlation between root rot index (RRI) and OTU abundance for OTUs with high relative abundance, 949 
connectedness in the microbial network, heritability and association with resistance. Explained variance (R2) and 950 
P values of correlations are indicated. SDWRel: Relative shoot dry weight per plant, tSDWRel: Relative total shoot 951 
dry weight per pot. clr-transformed: centered log-ratio transformed. 952 
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Supplementary Tables: 954 

 955 
Supplementary Table 1. Attributes of OTUs previously reported to be root rot associated. Taxonomy, relative abundance (RA), heritability, prevalence, network characteristics 956 
(degree and betweenness) and correlation (Spearman) with root rot resistance-associated traits of OTUs are listed. P values < 0.05 are highlighted in bold. 957 
 958 
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Supplementary Table 2. Model comparison between models explaining seedling emergence. Stepwise regression 962 
on most abundant OTUs (20 fungi and 20 bacteria) and beta diversity (PCo axis 1 and 2 for fungi and bacteria), 963 
most abundant OTUs alone and a simple linear model of the most correlated PCo axis and the most correlated 964 
OTU were performed (rows). The number of variables in the model, the Akaike’s information criterion (AIC), the 965 
adjusted R2 and the P value of the model are shown. 966 
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Supplementary Table 3. Model comparison between models explaining root rot index (RRI). Stepwise regression 972 
on most abundant OTUs (20 fungi and 20 bacteria) and beta diversity (PCo axis 1 and 2 for fungi and bacteria), 973 
most abundant OTUs alone and a simple linear model of the most correlated PCo axis and the most correlated 974 
OTU were performed (rows). The number of variables in the model, the Akaike information criterion (AIC), the 975 
adjusted R2 and the P value of the model are shown. 976 
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