Identification of genes involved in pathogenicity of Ehrlichia ruminantium by a transcriptomic approach
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INTRODUCTION

OBJECTIVE

v Ehrlichia ruminantium (ER): agent of heartwater, a tropical fatal disease of ruminants v'To understand the mechanisms of ER pathogenicity by

v'Lack of efficient vaccines due to high genetic diversity
¥'Genomic sequence for 3 virulent strains: Gardel, Senegal & Welgevonden
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-Exchange & transport:

seck; lolD, sppA, map1-6
-Energy production: aipB, cvtoC1
-Metabolism: dapA

Q)efense mechanism: )

The overexpression of 11 out of 14 genes were validated by g-RTPCR. Some genes coding for proteins involved in the development of the

bacteria were identified for Gardel strain. The gene expression results will be compared to the results of ER genome sequencing & proteomic
projects in order to understand the behavior of £R in its biological cycle.
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CONCLUSION
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