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Pseudomonas savastanoi pv. fraxini (Psf) is a bacterium _s23TE 2 -,
that causes ash canker and is widespread in the UK ééé%-?z?l?,;; zlg'g?m,r{fé‘?g?%
(figure 1). With the widespread infection of ash dieback, éavz?'\;'\g";‘ggi EPERIN T332,
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1) Sampling - bark tissue was collected from healthy and Mt'/-Ast 9
diseased ash from six woodland sites in the UK Z?\H_é
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3) Molecular characterisation - repetitive-element PCR NN WA s 2Tl S T
(rep-PCR) was conducted for all Psf isolates (figure 2) VV‘V’% 012 a P WA12 H 1 Figure 1- Different canker types formed
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4) Statistics - distance matrix based on Jaccard’s wAs HS g § wa-D6 cover the trunk, suggesting s¥stemlc
similarity index was calculated and analysed with UPGMA LA-S ] W_A4\DD-5 spread; b) corky outgrowth; c) vertical
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Figure 2- rep-PCR workflow. a) conserved repetitive
regions dispersed throughout the bacterial genome; b)
amplification of repetitive regions by PCR using primers

Figure 3- Genetic relatedness of 142 Psf isolates based on UPGMA analysis, obtained with rep-
PCR primer sets. Sites are represented by different colour labels: purple ﬁWytham woods); orange
E green (Marden Park), pink (Cressbrook Dale). Trees labelled A1 to

(Lathkill Dale); blue (Matlock

extracted from the same site, and even the

same tree on numerous occasions.
Polymorphisms in a small number of

strains may be due to divergence during
extensive co-evolution with ash trees.
Whole genome sequencing will be
conducted for all strains to further
investigate this.
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flanking the conserved regions (rep-primers); c) gel
electrophoresis separates out amplicons based on size,
d) presence/absence of bands (b1..) for each sample
(s1..) converted to a binary data matrix, €) hierarchical
clustering calculated from a distance matrix.

A6 are diseased, whilst A7-A12 are healthy. One supercluster is split into two sub-clusters: 31
(green) & B2 (blue). A third clade is labelled a (pink). The goodness-of-fit was calculated using
cophenetic correlation for Dice and Jaccrd's coefficients with four clustering algorithms Results
showed Jaccard's index and unweighted pair group method (UPGMA) was the best model, with a
goodness-of-fit of 0.936.



