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GENETIC BASIS OF MICROBIOME RECRUITMENT IN PEA
ROOTS CHALLENGED BY ROOT ROT DISEASE
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Probelm

Pea roat rot conmlex results in massive yield declines
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 Therot complex consists of bacterial, fungi and comyetes pathogens -
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*  investigate the genatype effect on the root ricrabiome conposition affecting plant health . M !
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+  potential tolead toincreased resistance to PRRC ot . :
*  Applicationin breeding
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Material and Methods
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Prediction of plant health by genatypes & OTUabundance
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PC2, 3.49% variation

Results 1 - microbiome diversity
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PC1, 8.52% variation
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Results 2 - GARS
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Sorangium cellulosum
Ramlibacter tataouinensis

Combining all together
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Conclusion

* the presence and abundance of microbial taxa are determrined (anmong other factors) by the
pea genotype

* the holobiont significantly determines the resistance of the plant to roat rot

» the holobiont approach of genomic markers for plant resistance and root nicrobial
recrutment lead to an inproved prediction of PRRC resistance conpared to predictions
based on plant genetics alone
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