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

Michael Schneider
21.09.2023




Probelm

A Peaoot ratomplaesultin massiyéeldieclines

A The rabmpleconsistsfbacterigiungancdbomyeteathogens E l

.

.

Aim .
A 5 "0
A investigate tpEnotype effect on the root microbiome composition affecting plant health %,
o* . “

A potential to lead to increased resistance to PRRC ‘,“"' . .
A Mpplicatidnbreeding

) Bacteria
FiBL 57

ANS
YEARS




Material and Methods
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PC2, 3.49% variation

Results inicrobiome diversity
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PC1, 8.52% variation
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UNVERIFIED_ORG: Kinneretia

Combining all together

Ramlibacter tataouinensis

[Oroiia oigosporal

OoTU ExpVarTota(%) QTLgetected
fOTU782 57.68 10
fOTU1517 38.51 2

fOTU285 37.7¢ 6

fOTU1255 30.07 1

fOTU793 27.48 2

fOTU945 26.88 4

fOTU296 26.2¢ 4

fOTU856 25.17 2

fOTU1657 2452 2

|

|| | 1l
j\\\ “‘

~AWVE——)

Chang et al. 2018

Chromosome oTu Best BLAST guess Effect on root rot tolerance Class
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Conclusion

Athe presence and abundaicrehifl taxsedetermingégdmong other fadbytse
pea genotype

Atheholobionignificantieterminédseresistanad the plant to root rot

Atheholobioapproaali genomic markers for plant resistance and root microbia
recruitment lead tiogomoved prediction of PRRC asigtamed to predictions
based on plant genetics alone
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Result3- Fredictiooftheroot rot Iin 0.0046
peaenotypes 0.0046
0.89 0.8
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Use in resistance breeding :
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A 2 markers equal to all markers

A OTU abundance is a much better predictor
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Root rot estimation - correlation predicted to measured
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