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Neighbor-joining phylogenetic tree computed from partial endoglucanase
(egl) gene. Reference strains are black and collected strains are red

Solanaceae at cold

temperature
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emperatre Unexpected virulence patterns for well
| described ecotypes were unraveled
Musaceae | Moko Sequevar & \ { e e
Clove Phylotype | Cold tolerant Brown rot lIB-1 strains and tropical
(Asia) Moko Sequevar 3 6

emergent [IB-4NPB strains were the most aggres-
sive strains
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Unlike BDB, Moko strains (IIA-6, [IB-3, and II1B-4 )
s ‘ with the narrowest host range were pathogenic to
Solanaceae
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Major pathogenicity lineages within the R. solanacearum

complex species Conclusion
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» European and Mediterranean countries are essentially con-

Future and prospect - : cerned with Brown rot |IB-1 strains but we surveyed (France]
I the first emerging IIB4-NPB strain in France

Spot the most relevant strains to investigate bacterial speciation

towards post-genomic approaches using the in deep pathotypes Closely related Brown rot sequevar IIB-1, and Moko-disease
characterization causing sequevars l[IB-3 and IIB-4 are addressing the question

of host adaptation mechanisms which may have undergone a
similar bottleneck evolution

Develop a pangenome based Comparative Genomic Hybridization
(CGH) approach to investigate gene repertories that might match
pathogenicity pattern and design a new diagnosis microarray




