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Introduction Xcc resistance gene mapping

Xanthomonas campestris pv. %
campestris (Xcc) is a gram-
negative bacteria that causes
black rot of brassicas.

1. Brassica napus, Brassica oleracea and wild relative
Diversity Fixed Foundation Sets (DFFS)

Warwick Genetic Diversity Fixed

Diversity Foundation

Xcc causes considerable yield Resource Unit Sets (DFS) Foundation Sets
losses in vegetable brassicas and >6000 Brassica Reference sample (DFFS)
whilst currently not a major accessions representing available Genetically
pathogen of oilseed rape much genetic diversity homozygous (fixed)
redundancy immortal lines

(Brassica napus), reports of |
infection are on the increase in Figure 1. Brassica napus (oilseed rape) plants

[1] showing symptoms of Xanthomonas
the Crop . campestris pv. campestris infection.

Host resistance to Xcc is required due to the lack of effective
bactericides.

a

O\

Project ObjECtiVES 2. Identify plant lines with specific and broad spectrum
resistance to Xcc races

Biocontrol of Xcc in
brassicas using
Trichoderma

Table 1. Phenotypes of B. napus DFFS lines after challenge with four races of Xanthomonas campestris pv. campestris.

No. individuals

Resistance status Race 1 Race 4 Race 5 Race 6
- Susceptible 134 44 144 138
Sequencing and chalgec?:rfilscjttif:;nd Partially Resistant 16 17 8 7
phylogenetic analysis of :
~700 Xcc isolates mapping of Xcc Resistant : 0 93 ° 0
resistance in brassicas nconclusive 39 35 35 44
Investigate
transmission routes
of Xcc

Chlorophyll and
whole plant imaging
to visualise Xcc
infection in brassicas

Image: John Walsh, University of Warwick

Carry out Pest Risk
Analyses for potential
and emerging
Xanthomonas
diseases to UK

3. Identification of candidate Xcc resistance genes and

Xcc resistance-linked genetic markers

ldentification and
characterisation of Xcc

. agriculture effectors
Figure 2. High density SNP map derived from
K / the RIPR and OREGIN mRNA-seq data sets of
the B. napus DFFS!2!, These markers will be
used to map Xcc resistance in B. napus by
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