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pression or lack of high throughput screening tech-
niques in selection for host resistance. Different Ver-
ticillium resistance genes from olive have been iden-
tified in recent transcriptomic studies. We explored 
the allelic diversity of four of these genes among 
77 olive genotypes with different levels of resist-
ance. The olive collection belongs to the World Olive 
Germplasm Bank, the Wild Olive tree collection and 
the Olive Breeding Program of IFAPA (Córdoba). 
The selected genes are among those identified in a 
suppression substractive library already reported: a 
disease resistance-responsive family protein (DRR), 
a transcription factor (GRASS), a caffeoyl-o-methyl-
transferase (CO-MT) and an acetone-cyanohydrin 
lyase (ACL). Primers for amplification of exonic 
regions of these four genes were designed, and am-
plified fragments were subjected to allele specific 
sequencing that allowed SNP detection. The over-
all nucleotide diversity of the identified alleles was 
determined, and the ratio of synonimous and non-
synonimos substitution per respective site were cal-
culated. Predicted proteins and phylogenetic analy-
sis among alleles of each gene were also examined. 
The information from this study can be used for as-
sociation analysis in wider germplasm collections. If 
validated, this knowledge may be useful for enhanc-
ing host resistance and/or assisting selection in olive 
breeding programmes.
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Common bean (Phaseolus vulgaris) is the most impor-
tant grain legumes for human consumption world-
wide, with recognized nutritional and environmen-
tal benefits. However, its vulnerability to several dis-
eases leads to significant yield losses and limited cul-
tivation in Europe. It is therefore essential to identify 
disease resistant sources and to uncover the genetic 

control of resistance to improve production. Portu-
gal holds unique common bean germplasm resulting 
from more than five centuries of natural adaptation 
and farmer’s mass selection, not yet fully explored 
in breeding. We screened 158 accessions from this 
germplasm against Uromyces appendiculatus, the 
fungus responsible for bean rust. Each host acces-
sion was inoculated three times and, on average, 14 
plants per accession were tested. Infection type (IT, 
scored using a 0-4 visual scale) and disease severity 
(% leaves covered by pustules) were analysed 12 d 
after inoculation. The most frequent IT was 4, indi-
cating compatible plant-pathogen interactions. Dis-
ease severity of plants with IT = 3-4 ranged from <1 
to 80%. Three accessions showed low (0-2) IT scores, 
indicative of incompatible interactions, and were 
considered resistant or partially-resistant. Eighty-six 
accessions showed chlorotic halos surrounding rust 
pustules (IT = 3). The same germplasm collection 
was also screened with 12k single nucleotide poly-
morphisms, uniformly distributed throughout the 
genome. Currently, we are searching for genomic re-
gions controlling rust resistance through a genome-
wide association study, using a mixed linear model 
accounting for genetic structure and familial related-
ness. This approach will allow the development of 
molecular selection tools to assist future precision 
breeding of rust resistance in common bean.
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bean seeds. This research was supported by Fundação 
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Tomato spotted wilt virus (TSWV), is the type mem-
ber of Tospovirus (family Bunyaviridae). This virus 
contains three single-stranded RNA segments (S, 
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