A MLVA scheme for the analysis of @& &c
population genetic diversity and structure
of Xanthomonas vasicola pv. musacearum
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Several questions remain about the ecology, evolution, o -:w‘éa"ﬁa
population genetic diversity of this major Musaceae pathogen ™
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The only genotyping tools available to date are Wasukira’s
SNP-derived RFLP markers.
There is a strong need for highly polymorphic markers.
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markers, fully adapted to address molecular epidemiology
guestions.
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The approach

1. In silico screening

3. Is MLVA-19 resolutive enough ?
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4. MLVA-19 is more discriminatory than
existing SNP-derived markers
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N: total number of isolates -

S : total number of types MLVA 63 32

Xi: number of isolates belonging to the ith type
WAS-SNPs: 4 SNP-derived RFLP loci
(Wasukira et al 2012) ' ' >

VN-SNPs: 4 additional SNP-derived RFLP
loci (V. NAKATO, 2017 unpublished)
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1. MLVA-19, the first MLVA scheme for
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Minimum Spanning Tree on MLVA-19 profiles DAPC clusters (MLVA profiles)
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2. A highly typeable and
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A cluster analysis on MLVA-19 profiles (DAPC in R::adegenet) identified 12 clusters
Each cIusér corresponds to a single lineage : DAPC.4, 5,11 =SL |; DAPC.1,2,3,8=SL I
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MLVA-19 is well suited for molecular epidemiology, and for
: | addressing ecological questions on Xvm at different scales
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Center for Environment and Biodiversity).

> T35C (Tanzania), Hap2, was assigned to both DAPC.11 and DAPC.8.
> BCC267 (Ethiopia), Hap 1, was poorly assigned to DAPC.10

DAPC clusters 6, 7, 9, 10, 12 were not assigned to an existing sublineage and are putative new
sublineages

» MLVA-19 and WAS-SNP markers are significantly congruent (strain subset, n=32)
Mantel correlation coefficients =0.412*** (Euclidian distance) and 0.492*** (Manhattan distance) (R::ape::CADM.post)
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