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some branch and soil-borne pathogens, such as Cylindrocarpn destructans, Phytophthora 

sp., Pythium irregulare, Athelia rolfsii, Rhizoctonia solani, Macrophomina phaseolina, 

Armillaria mellea, Fusarium solani, Verticillium dahliae, Neonectria radicicola, 

Neofusicoccum australe and Phoma fungicola, in the occurrence of olive dieback and death 

in many olive groves. However, it was recently shown that the decline and death of the 

olive tree is not only caused by phytopathogenic fungi but also by bacteria such as Xylella 

fastidiosa. Although the disease is limited to olive groves in Italy and Spain nowadays, it 

represents a real threat for all the Mediterranean countries, where olive is extensively 

grown. In Tunisia, X. fastidiosa is regularly surveyed by inspecting visual symptoms and 

laboratory analyses of suspected samples by PCR and serological tests. Fortunately, the 

pathogen is not detected and typical symptoms of the disease were not revealed during 

routine prospections carried out in different olive-growing regions. In Tunisia, the Ministry 

of Agriculture has reacted to the occurrence of this disease by introducing new legislation 

to classify X. fastidiosa as quarantine pathogen. Other recent legislation restricts the 

introduction of host species from countries experiencing X. fastidiosa infection. In addition, 

a national committee was established to design an action plan including several measures 

to be applied in the absence or presence of the disease. 
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Abstract: Decline symptoms in olive trees caused by Xylella fastidiosa (Xf) infection have 

emerged as a potential disease threat to one of the most important olive production areas 

in Argentina. In La Rioja province, the local cultivar Arauco is the most affected by the 

bacterium but it has also been detected in the cvs. Manzanilla, Arbequina and Picual. Since 

2013, a marked decline of the traditional cultivar has been observed affecting both old and 

young orchards. A total of 80 samples were collected from infected trees in seven 

commercial lots of cv. Arauco. Some of them were randomly selected around the tree and 

others, sectorised from branches with a marked dried symptom advance. Xf was best 

detected from the sectorised samples (92%) than from the samples taken around the tree 

(65.8%) and so far, only the pauca subspecies (ST69) has been detected in olive plants. 

This type sequence has only been found in Argentina where it was also detected in orange 

trees from the north-eastern region. To identify the potential vectors of Xf, sampling was 

conducted in olive orchards positive to the bacterium located in La Rioja province 

(Chilecito). Since 2016, insects have been collected from olive trees with sticky yellow 

traps and from the surrounding vegetation with entomological sweep nets. The collected 

specimens were identified by Auchenorrhyncha specialists (CEPAVE, CONICET-UNLP and 

IMYZA INTA Castelar). Until now, the subfamily Cicadellinae (Cicadellidae) was the second 

most represented and species of the genera Macugonalia Young, Scopogonalia Young and 

Molomea China were the most abundant. The sharpshooters Bucephalogonia xanthophis 

(Berg), a vector of Xf in Brazil (Redak et al., 2004) along with other species that tested 

positive for the bacteria in north-eastern Argentina were also recorded. Specimens of 

Notozulia entreriana (Berg) (Cercopidae) were collected in the spontaneous vegetation 

associated with the crop. 
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Abstract: Understanding of xylem sap microbiome is becoming of relevant importance for 

plant health as it could include microbes that may protect against xylem-limited pathogens, 

such as Xylella fastidiosa, and supporting key biological processes. Furthermore, the 

negative pressure, low oxygen and nutrient content of the xylem sap make it a unique and 

unexplored microbial environment. In this study, we evaluated the differences obtained in 

the characterisation of the xylem microbiome composition when using xylem sap extracted 

from xylem vessels using a Scholander pressure chamber or when using macerated fine 

chips obtained from xylem tissues from 10-year-old or 1-year-old olive trees. We also 

compared four different PCR primer pairs targeting 16S rRNA for their efficacy to avoid co-

amplification of mitochondria and chloroplast 16S rRNA, as this suppose an important 

drawback in metabarcoding studies. PCR primers tested included 799F/1062 (V5-V6), 

799F/1115 (V5-V6), 967/1391 (V6-V8) and 799F/1193 (V5-V7). Illumina paired-end 

sequence quality control and chimeric filtering was performed with DADA2 using QIIME2. 

Taxonomy affiliation into OTUs at 99% was based on the Silva reference database. The 

highest mitochondria and chloroplast amplification was obtained when using xylem chips 

and 799F/1062 (77.7%) and 967/1391 (99.6%) primers. On the contrary, 799F/1115 and 

799F/1193 primers showed the lowest mitochondria (< 6.76%) and chloroplasts (< 

0.02%) amplification, and the highest number of OTUs identified, 245 and 247, 

respectively. Interestingly, only 81/236 and 27/240 OTUs or 66/144 and 21/149 genera 

were shared between xylem sap or wood shavings after amplification with 799F/1115 or 

799F/1193, respectively. The most abundant bacterial genera (> 50% of reads) included 

Anoxybacillus, Cutibacterium, Methylobacterium, Pseudomonas, Rathayibacter, 

Sphingomonas and Spirosoma. However, their relative importance varied depending of the 

matrix and primer pairs used. These results will help to optimise analysis of xylem 

microbiome community composition and more importantly to understand its driving and 

modifying factors. 
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Session: Detection and surveillance 
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Abstract: Visual detection remains the primary frontline method of detection of Xylella 

fastidiosa infection in susceptible host plants. Surveillance systems for detecting and 

delimiting new incursions and for declaring pathogen absence from areas considered free 

of the pathogen are therefore impacted by the duration of the ‘asymptomatic period’ 

between infection and the first emergence of disease symptoms. However, relatively few 

data are available on the asymptomatic period of X. fastidiosa, especially considering the 

wide variety of bacterial subspecies and strains in different host plants and climatic 

conditions. Following a request from the European Commission as part of the recent EFSA 


