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INTRODUCTION and OBJECTIVES

In sustainable agricultural production systems, entomopathogenic fungi (EF) present a promising alternative This work intends to evaluate the diversity of fungi
to chemical insecticides, for the control of insect pests. In Portugal, where olive production is one of the main associated to each one of the different generations of P.
agricultural activities, orchards are strongly affected by Prays oleae Bern. This lepidopteran has three oleae, with special relevance to entomopathogenic fungi.
generations per year (phyllophagous, antophagous and carpophagous), synchronized with the olive tree life Ecological roles (entomopathogenic, antagonistic and
cycle. As a result, larvae of P. oleae damage the olive tree in different organs (leaves, flowers and fruits). phytopathogenic) of the identified species are presented.

MATERIALS and METHODS

Six olive orchards were
considered for collecting
larvae and pupae of P.
oleae, from the three
generations: phyllophagous
(Fig.1), antophagous (Fig.2)
and carpophagous (Fig.3).
Collected larvae and pupae
were placed in sterile tubes
(Fig.4).

Whenever fungal
growth was visible in
the surface of larvae
and pupae of P. oleae
(Fig. 5), the isolation
of fungus was
performed to PDA
culture medium
(Fig.6).

DNA extraction was performed from fungal pure
cultures, PCR amplifications and sequencing were
done using the ITS region of the rDNA, using the
universal primers ITS1 and ITS4 (White et al.
1990). The identification was achieved by
comparison with the sequences present in the
NCBI database. Sequence analysis was done using
DNASTAR, v. 7.0.0. software. Principal component
analysis (PCA) was performed using SPSS, v.17.0.
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* The diversity of fungal species associated to P. oleae
differed between moth generations;

* There is a clear association between fungal species and
moth generation, being this fact probably related to the life
cycle of the insect, as well as to climatic factors;

* The presence of both entomopathogenic and antagonistic
fungi provide a variety of potential biocontrol agents, that
could be used against pests and diseases occurring in olive
orchards;

* Beauveria bassiana can be a promising fungus to be used
as biocontrol agent against P. oleae, especially on larvae
and pupae of the phyllophagous generation.



