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Figure S8. Association of root bacterial beta diversity of genotype means with root rot resistance assessed by
Principal Coordinates Analysis (PCoA) ordination. PERMANOVA results with the explained variances (R?) and
the corresponding P values for different root rot resistance-associated traits (top) and the interaction with seed
source (bottom) are included. SDWrge: Relative shoot dry weight per plant, tSDWg.:: Relative total shoot dry
weight per pot.
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Figure S9. Correlation between heritability and magnitude of correlation with root rot resistance for OTUs with
negative (green) or positive (purple) association with emergence. Explained variances (R?) and the corresponding
P values (top) and linear regression equation (bottom) are shown.
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929

930 Figure S10. Co-occurrence network of bacterial and fungal OTUs. Gray, dark red and dark green nodes belong to
931 fungal OTUs. White, light red and light green nodes belong to bacterial OTUs. Red nodes are significantly
932 associated with root rot susceptibility, green nodes are significantly associated with root rot resistance. Blue framed
933 nodes represent the top 58 heritable OTUs.
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936 Figure S11. Prevalence plot showing each OTUs relative abundance rank and prevalence. The 11 most resistance-
937  associate, heritable, and connected OTUs (shown in Figure 5 e) are highlighted in red.
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949 Figure S12. Correlation between root rot index (RRI) and OTU abundance for OTUs with high relative abundance,
950 connectedness in the microbial network, heritability and association with resistance. Explained variance (R?) and
951 P values of correlations are indicated. SDWrei: Relative shoot dry weight per plant, tSDW-g.i: Relative total shoot
952 dry weight per pot. clr-transformed: centered log-ratio transformed.
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Supplementary Tables:

Supplementary Table 1. Attributes of OTUs previously reported to be root rot associated. Taxonomy, relative abundance (RA), heritability, prevalence, network characteristics
(degree and betweenness) and correlation (Spearman) with root rot resistance-associated traits of OTUs are listed. P values < 0.05 are highlighted in bold.

OTU id Phylum Family Genus Blast hit* RA (%)® Heritability (%) Prevalence (%) Degree Betweenness Emergence RRI
cor P cor P

fOTU40 Ascomycota Didymellaceae unassigned Ascochyta pisi 1.05 2.03 83.1 9 356 -0.154 <0.001 -0.026 0.639
fOTU419 Ascomycota Nectriaceae Fusarium Fusarium sp. 0.745 157 73.8 8 1850 -0.138 <0.001 0.016 0.775
fOTUS831 Basidiomycota Ceratobasidiaceae unassigned Rhizoctonia sp. 3.86 3.02 73.7 7 405 -0.114 0.006 0.003 0.907
fOTU680 Ascomycota Nectriaceae Fusarium Fusarium sp. 0.095 207 52.7 6 630 -0.084 0.074 0.017 0.711
fOTU578 Basidiomycota Ceratobasidiaceae unassigned Rhizoctonia sp. 0.035 5.73 222 10 639 -0.048 0.382 0.024 0.616
fOTU335 Basidiomycota Ceratobasidiaceae unassigned Ceratobasidium sp. 0.108 2.01 132 3 358 -0.023 0.574 0.027 0.557
fOTU329 Ascomycota Nectriaceae Fusarium 0.004 253 3.01 17 3130 -0.018 0.597 0.04 0.447
fOTU140 Basidiomycota Ceratobasidiaceae gned Rhizoctonia sp. 0.096 2.04 1.63 5 983 0.002 0.611 0.044 0.43
fOTU334 Ascomycota Nectriaceae Fusarium Fusarium venenatum 0.005 1.97 8.41 3 275 0.027 0.549 0.01 0.609
fOTU137 Ascomycota Nectriaceae Fusarium Fusarium redolens 0.142 2.01 70 4 116 0.03 0.581 -0.094 0.05
fOTU487 Ascomycota Nectriaceae Fusarium Fusarium sp. 0.008 34 19.1 5 1010 0.044 0.392 0 0.681
fOTU1020 Glomeromycota Glomeraceae Funneliformis 0.037 20.8 45 17 2590 0.084 0.1 -0.236 <0.001

fOTU60 Ascomycota Bionectriaceae d Cl hys rosea 0.501 11.6 89.8 7 688 0.1 0.018 -0.082 0.086

ATop hit of a BLAST search against the NCBI database; BWithin-Kingdom relative abundance was computed for each OTU.
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Supplementary Table 2. Model comparison between models explaining seedling emergence. Stepwise regression
on most abundant OTUs (20 fungi and 20 bacteria) and beta diversity (PCo axis 1 and 2 for fungi and bacteria),
most abundant OTUs alone and a simple linear model of the most correlated PCo axis and the most correlated
OTU were performed (rows). The number of variables in the model, the Akaike’s information criterion (AIC), the

adjusted R? and the P value of the model are shown.

Model (emergence ~) Nr. of variables AlIC Adjusted R? (%) P value
Stepwise regression OTUs 15 2098.7 36.7 1.61e-70
and PCoA axes*

Stepwise regression OTUs® 12 2144.5 32.7 4.37e-62
PCoA axis 1 of fungi 1 2192.5 275 1.04e-57
fOTU1508 1 22425 22.8 7.7e-47

A Variables in final model: bOTU1, fOTU1517, bOTU2, bOTU7, fOTU731, fOTU1450,

fOTU174, fOTU340, bOTU16, bOTUY, fOTU856, bOTU18, bPCoA_2, fPCoA_1, fPCoA_2

B Variables in final model: fOTU1508, fOTU1063, bOTU2, bOTU7, fOTU731, fOTU340,

bOTU11, bOTUY9, bOTU18, bOTU33, fOTU1092, fOTU712

Supplementary Table 3. Model comparison between models explaining root rot index (RRI). Stepwise regression
on most abundant OTUs (20 fungi and 20 bacteria) and beta diversity (PCo axis 1 and 2 for fungi and bacteria),
most abundant OTUs alone and a simple linear model of the most correlated PCo axis and the most correlated
OTU were performed (rows). The number of variables in the model, the Akaike information criterion (AIC), the

adjusted R? and the P value of the model are shown.

Model (RRI ~) Nr of variables AIC Adjusted R? (%) P value
Stepwise regression OTUs

sid POBA axash 19 1441.8 339 2.41e-61
Stepwise regression OTUs® 19 1441.8 33.9 2.41e-61
PCoA axis 1 of bacteria 1 1664.5 10.6 3.07e-21
bOTUI 1 1623.6 15 3.47e-30

A Variables in final model: bOTUI, fOTU1508, fOTU1517, bOTUS, fOTU1598, bOTU1S,
fOTU731, fOTU1450, fOTU174, bOTU6, bOTU21, fOTU1557, bOTU16, bOTU9, bOTU13,

fOTU630, fOTU1092, fOTU1556, bOTU12

B Variables in final model: bOTU1, fOTU1508, fOTU1517, bOTUS, fOTU1598, bOTU15,
fOTU731, fOTU1450, fOTU174, bOTU6, bOTU21, fOTU1557, bOTU16, bOTU9, bOTU13,

fOTU630, fOTU1092, fOTU1556, bOTU12
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