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Xylella fastidiosa infection reshapes microbial composition
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Xylem-inhabiting bacterial communities in different wild and cultivated olive
genotypes infected or not by Xyl/ella fastidiosa under natural field conditions in
the Balearic Islands
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Differences in the xylem microbiota associated to the factors analysed
and EST-SNP marker analysis to identify the olive accession




Differences in the xylem microbiota associated
to wild and cultivated olive genotypes

General overview Relative Abundance - Genus level
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Alpha Diversity Measure

Differences in the xylem microbiota associated
to wild and cultivated olive genotypes

Alpha Diversity
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Differences in the xylem microbiota associated
to wild and cultivated olive genotypes

Beta Diversity — Weighted Unifrac
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Differences in the xylem microbiota associated
to wild and cultivated olive genotypes
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Differences in the xylem microbiota associated

to wild and cultivated olive genotypes

Differential significant abundance

According to genotype (DESqu)
Majorca Minorca
Cultivated Wild Cultivated Wild
Hymenobacter -
Acidiphilium -

Corynebacterium A

Microbacterium -
. ) ) Blastomonas A
Limosilactobacillus - ®

Rhodococcus -
Pseudomonas -
Quadrisphaera -

Family ASV72 -

Modestobacter -

= o

0z-
0z 4
Z

0z

log2FoldChange log2FoldChange



Differences in the xylem microbiota associated
to wild and cultivated olive genotypes

Differential significant abundance

According to Xf-qPCR (DESeq2)
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Olive genotype characterization by EST-SNP marker analysis
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Diversity of xylem microbiome of cultivated and wild olive
genotypes according to their genetic closeness
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Conclusions

» Alpha diversity (richness and Shannon) of bacterial communities differed significantly
according to the Xylella fastidiosa infection and was independent of the olive genotype or

environment (Islands).

» Globally, the Beta diversity of the bacterial communities varied mainly according to the
environment followed by Xylella fastidiosa infection. When each environment (Island) was
analyzed independently, there was a significant effect of the olive genotype.

» DESeq2 analysis identified key bacterial genera that could be differentially associated
with the presence or absence of Xylella fastidiosa in the xylem vessels of olive.

» The genetic profile of the olive trees sampled explained the diversity of the xylem
microbial communities in Majorca, but not in Minorca and lbiza probably due to different
confounding factors (different environments (climate, soil, agronomic practices, etc.) and

sampling dates).
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