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Anthracnose, caused by Colletotrichum acutatum, is 
responsible for significant yield losses in commercial 
strawberry production worldwide. For this reason, 
it is of interest to uncover the molecular basis un-
derlying this strawberry/pathogen interaction. Pre-
viously, FaWRKY1 was identified as an important 
element mediating defence responses. This gene en-
codes an AtWRKY75-like transcription factor (type 
IIc), which is upregulated in strawberry following 
C. acutatum infection. In this study, Agrobacterium-
mediated transient transformation was used to both 
silence and overexpress the FaWRKY1 gene in fruit, 
with the aim to clarify its function in the strawberry 
defense mechanism. Analyses of FaWRKY1-RNAi 
strawberry fruits showed resistance to C. acutatum 
infection, 5 d after inoculation with this pathogen. 
Overexpression of this gene in strawberry fruit 
showed increased susceptibility to C. acutatum. Mo-
lecular analysis is being carried out with these fruit 
samples to elucidate candidate genes transcription-
ally regulated by FaWRKY1. Furthermore, in vitro 
DNA-binding assays have revealed a tentative con-
sensus sequence [G/T][T/C]TGAC[T/C], contain-
ing the core sequence TGAC (W box), as the likely 
target sequence for FaWRKY1 binding. These analy-
ses will strengthen genome-wide promoter target 
site prediction for FaWRKY1.
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Broad bean wilt virus 1 (BBWV-1, genus Fabavirus, 
family Secoviridae) infects crops of economic impor-
tance, such as broad bean, pepper, tomato, spinach, 
and ornamental plants. The virus genome is consti-
tuted by two molecules of positive single stranded 
RNA, each encoding a polyprotein which is further 
processed by proteolytic cleavage. RNA1 encodes 
the proteins involved in viral replication and expres-
sion, while RNA2 encodes the movement protein 
(MP) and two coat proteins (LCP and SCP). RNA2 
contains an alternative second start codon rendering 
a smaller putative movement protein, called MP2. To 
date, the BBWV-1 proteins related to pathogenicity 
are unknown. The roles of MP2 in symptom deter-
mination, post-transcriptional gene silencing (PTGS) 
and elicitation of hypersensitive response (HR) were 
examined. Expression of MP2 in Nicotiana bentha-
miana through Potato virus X (PVX) caused necrotic 
lesions, indicating that MP2 is a symptom deter-
minant. Analysis of O2

- accumulation and necrosis 
staining revealed that this protein elicited the cel-
lular HR. Transient expression of MP2 in N. bentha-
miana 16C, that constitutively expresses Green Fluo-
rescent Protein (GFP), and a complementation assay 
with a vector based on Turnip crinkle virus sequence 
(TCV-sGFP) showed that this protein acts as a sup-
pressor of PTGS.
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Cost of resistance is usually associated with the en-
ergy and nutritional penalties linked to induction of 
defenses. Currently, a mechanistic understanding of 
the sources of these costs is lacking, other than vague 


