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Background : Salix and Populus with Brenneria salicis and Xylella fastidiosa
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Objective 1 : Characterizing the endophyte population 

structure and changes for a better understanding of 

the key parameters influencing it

Objective 2 : Identifying endophytic communities 

interactions with B. salicis and X. fastidiosa through in 

vitro and in vivo confrontation

Plate 50 μL xylem sap / medium

Incubate 2-3 days – 28°C [15]
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Pinprick inoculation : 2 branches/plant – 3 spots/ branch
[16, 17]

24 – 48 – 72 hours

28°C

TSA BCYE

Purify colonies

DNA extraction from xylem 

sap (CTAB)

PCR (16S-ITS-23S)

MinION sequencing

Bioinformatic

Monitoring the interaction with confocal microscopy
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Hypothesis : Do interactions between phytopathogenic bacteria and 

endophytes play a role the disease syndrome ?

Van den Berk nurseries 

Van den Berk nurseries 

[A, B] Confocal microscopy analysis of tomato root colonization by Pseudomonas fluorescens WCS365 expressing

different autofluorescent proteins [18].

[C] Confocal microscopy analysis of Salicaceae stem colonization by X. fastidiosa KLN59.3 expressing GFP.

Repartition by order of isolated colonies from

Salicaceae.

B. salicis is the causal agent of the watermark disease on 

Salix and spreads in UK, Netherlands, Belgium and Japan [1].

X. fastidiosa is the causal agent of the Pierce disease, the 

Almond leaf scorch, the Plum leaf scald, the Citrus variegated 

chlorosis and the Olive quick decline syndrome [2].

Salicaceae are good - potential - host for B. salicis and X. 

fastidiosa :

• Along riparian areas forming a closed-mesh network

• Hosts of several potential insect vectors

• Plants can be symptomatic or asymptomatic [3,4].
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