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caused by the defoliating pathotype of V. dahliae 
was also demonstrated. Genotypic and phenotypic 
traits traditionally associated with plant growth pro-
motion and/or biocontrol abilities were evaluated 
(e.g. phytase, xylanase, and glucanase activities, and 
siderophore and HCN production). Phylogenetic 
analysis revealed that the strains belonged to the 
Pseudomonas genus. Strain PICF141 was affiliated to 
the ‘P. mandelii subgroup’, with P. lini as the closest 
species. Strains PIC25 and PIC105 were affiliated to 
the ‘P. aeruginosa group’, P. indica being the closest 
species. Strain PIC105 was identified as P. indica, this 
being the first reort of the species as a potential BCA. 
Sequencing and in silico analyses of the genomes of 
these strains enabled the identification of traits in-
volved in plant-bacteria interactions. Seed adhesion 
and root colonization abilities of the novel BCA were 
also assessed, providing valuable information for 
the development of future bioformulations based on 
these rhizobacteria.
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The biocontrol effectiveness of antagonistic bacteria 
against fire blight (caused by Erwinia amylovora) was 
evaluated under in vitro and field conditions. Among 
61 bacteria isolated from soil and flowers of fire blight 
host plants from different Moroccan areas, 20 iso-
lates showed antagonistic activity against the patho-
gen during agar-diffusion-tests, attached blossoms 
assays and in a bioassay on immature pear fruits. 
Effective isolates were identified using biochemical 
tests and 16S rDNA gene sequencing. These isolates 

were grouped into the following genera: Alcaligenes 
(ACBC1), Bacillus (CPa12, CPa2, HF6, JB2, LMR2, 
SF14, SF16, SP10, SP13, SP18), Brevibacterium (SF3, 
SF4, SF7, SF15), Pantoea (ACBC2, ACBP1, ACBP2), 
Pseudomonas (SP9), and Serratia (HC4). The isolates 
were reported in the NCBI nucleotide sequence da-
tabase (GenBank) under the accession numbers from 
KY357285 to KY357304. In a field assay with suscep-
tible apple varieties, spray treatments were carried 
out with different bacterial antagonists. Their effica-
cies were evaluated 15 d post-inoculation on blos-
soms, and ranged from 55 to 95% for 11 strains. Most 
strains gave efficacies that were better than that ob-
tained with commercial bacterial strains P10c (66%) 
and QST713 (63%). The strains showed no patho-
genicity towards plant tissue (pear fruitlets, pear and 
apple blossoms, and tobacco leaves), and are, there-
fore, considered as potential candidates to as micro-
bial biocontrol formulations for fire blight control.
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The olive fly, Bactrocera oleae, is a major key pest of ol-
ive drupes, greatly affecting quality and quantity of 
olive oil production. Fungus species associated with 
olive drupes can also have important impacts on ol-
ive production. However, little is currently known 
about the interaction between olive fly and fungi. 
Ripe olive drupes of three olive varieties, either with 
or without olive fly infestations, were collected in 
southern Italy. These were pitted and total DNA was 
extracted and analyzed using real-time quantitative 
PCR (qPCR) and metabarcoding based on Illumina 
MiSeq sequencing. Both analyses were performed 
using fungal universal primers targeting the ITS2 
region of the rDNA. QPCR analyses enabled the 
quantification of the total fungal DNA, and revealed 
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a significant increase of the fungal biomass in all 
olive fly infested samples. Metabarcoding analyses 
revealed prevalence of Ascomycota (90.2%) followed 
by Basidiomycota (9.4%). Overall, the genera Aureoba-
sidium, Cladosporium, Alternaria, Colletotrichum and 
Pseudocercospora were the most abundant, although 
significant differences were revealed for different 
varieties and sampling sites. The presence of olive 
fly ovipositor punctures modified the composition 
of the fungal microbiota. Although greater fungus 
diversity was observed in samples without fly, im-
portant fungal genera, such as Aureobasidium and 
Hanseniaspora, were more abundant (Aureobasidium) 
or exclusively (Hanseniaspora) present on infested ol-
ives. These yeasts are likely to play important roles 
in the low quality of olive oil from insect-infested ol-
ives by promoting fermentation processes.
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Endophytic fungi are a diversified group of micro-
organisms that reside asymptomatically in the tis-
sues of most plant species. Despite their known roles 
in protecting hosts against several diseases, little is 
known on the sources of established endophytes and 
how plants select specific microbial communities to 
establish associations. We used cultivation-depend-
ent approaches to assess the endophytic fungus com-
munities in olive tree floral buds, inflorescences and 
fruits, to determine differences in different hos pho-
nological stagesfollow the phenological stages from 
floral buds to fruits.  The fungus endophytes were 
identified by rDNA sequencing. From the floral bud 
to flower stage, the frequency of colonization and 
abundance of endophytes increased progressively 
up to 2.4-fold; and from flower to fruit decreased up 

to 5.0-fold. Biscogniauxia mediterranea was the most 
frequent species isolated from the buds and inflo-
rescences (N = 89), whereas at the fruit stage, the 
most abundant species was Neofabraea vagabunda (N 
= 38). Endophytic fungus communities also differed 
in composition over the phenological stages, prob-
ably due to variations of weather conditions and 
the chemical nature of the plant organs. Phomopsis, 
Venturia and Coniozyma were common in floral buds 
and inflorescences, but disappeared from fruits, be-
ing replaced by genera such as Aspergillus, Coriolopsis 
and Eutypella. Our results indicate that endophytic 
fungusl communities were distinct and specific to 
the host phenological stages, raising the question of 
whether these specific species may induce plant pro-
tection against biotic stresses.
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Olive anthracnose, caused by different species of 
Colletotrichum, is one of the most economically 
harmful fruit diseases of olive crop worldwide. In 
the Trás-os-Montes region (Northeast of Portugal), 
although the presence of the pathogen has been re-
ported on olive orchards in almost all areas, lower 
levels of incidence were observed in specific areas. 
This study evaluated the diversity of endophytic 
fungi inhabiting fruits of the anthracnose-susceptible 
cultivar Madural, in olive groves from areas of high 
and low anthracnose incidence. Differences in the 
endophytic community composition were assessed. 
Fungi were isolated from symptomless olive fruits at 
three different maturation indices (MI). The isolates 
were identified by rDNA sequencing. Overall, the 
frequency of colonization and abundance of endo-


	Rice blast forecasting models and their practical value: a review
	Dimitrios KATSANTONIS1, Kalliopi KADOGLIDOU1, Christos DRAMALIS1 and Pau Puigdollers2
	Turkish barley landraces resistant to net and spot forms of Pyrenophora teres
	Arzu ÇELİK OĞUZ1, Aziz KARAKAYA1, Namuk ERGÜN2 and İsmail SAYİM2
	Pathotypes of Pyrenophora teres on barley in Turkey
	Arzu Çelik Oğuz and Aziz Karakaya
	Evaluating severity of leaf spot of lettuce, caused by Allophoma tropica, under a climate change scenario
	Maria Lodovica Gullino1,2, Giovanna Gilardi1 and Angelo Garibaldi1
	Proficiency of real-time PCR detection of latent Monilinia spp. infection in nectarine flowers and fruit
	Carlos Garcia-Benitez1, Paloma Melgarejo1, Arunas Beniusis5, Cécile Guinet4, Süreyya Özben3, Kemal Değirmenci6, Maria Teresa Valente2, Luca Riccioni2 and Antonieta De Cal1
	Genetic diversity among phytopathogenic Sclerotiniaceae, based on retrotransposon molecular markers
	Göksel ÖZER1, Muhammad SAMEEULLAH2, Harun BAYRAKTAR3 and Mehmet Erhan GÖRE1
	Xylella fastidiosa subsp. pauca (CoDiRO strain) infection in four olive (Olea europaea L.) cultivars: profile of phenolic compounds in leaves and progression of leaf scorch symptoms
	Andrea Luvisi, Alessio Aprile, Erika Sabella, Marzia Vergine, Francesca Nicolì, Eliana Nutricati, Antonio Miceli, Carmine Negro and Luigi De Bellis
	Diplodia scrobiculata: a latent pathogen of Pinus radiata reported in northern Spain
	Tania MANZANOS, Ana ARAGONÉS and Eugenia ITURRITXA
	Abstracts of invited talks, oral and poster presentations given at the 15th Congress of the Mediterranean Phytopathological Union, June 20–23, 2017, in Córdoba, Spain

