Transcriptomic analysis of Ehrlichia ruminantium by micro-arrays
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Introduction
Ric Etvriichia (ERD, fhe agert of heartwaisr, Is an oblgate Riracelldar pafhopen (1), This charactersiic sxplains that [kte Is known about the:
penesc determinants and maolecsiar mes of ER Recenily a of sefective caplure of ranscripts s=quences [(3COTA) (1) was sucossshaly

adaptes to ER. This step was essential for any Ssture franscriplomic sludy on obligate infracelular pathager. The anncéation of 2 genomes of Gandel and Welgevonden
strains revealss Mat 30% of the COS hac unknowr funchions [3). The abjectives of this shucly was io do Righ throughpet gens sxpressicr analysis through e developmers
of ER microamays and then idensity genes involved In the pathogenssts and atteruation of ER strains and comprehension of these mechanisms. An i wiirs model using
both winuient and aterualed Gardel simins ik bovine endothelal cois aliowed us b comoarne for e first ime ER gene sxpression . In this study, we reported a st of penes
ditterantfialy sypressed beswesn vinlent and attenated straing of ER Sansel

Experimental model & Strategy \ ER Micro-arrays validation
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The |y of Evpression was CiTerent depencing on gere: 1 coples for rpall 34 geres wih modulated spression al 3hpi; £ genss insoved In visule=rce for Riacelulsr palnogers S
ard 104 coples for mapd &t J4hpl SCOTE aer 3 caphure alowed o detect Enferca fyohimurium, £ Asvanen, UL fuberulosis; 3 panss pobentially Inachesd I pathogenicly; 19 ganes
a higrer Fumber of copi=s for each me post Infection. A cPersnce of il unknown funcion; B gEnes Ipvohead In e metsboilsm
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/’ Discussion & Perspectives
The adaptaton of SCOTE method to our &y wiro meded, alowed to ooiain a large amount of ER transcripts and do ferther Fanscriplomic study. For the first tme, ER micra-

arays was valdated by hybridization of ER gONA and cOMA. 3COTS method allowed he deiection of ihe lowest expressed genes such as rpoD or recd. There was a
shrong increase of detecfion of iarscripts afler SCOTE both demaonsiraizsd by @ RTPCR and micrc-aray analysls. We demonstrated that SCOTE mednhod was crucial for
aypression analysls durieg =ary siabonary pnase of growdn of ER (24 hpl) win 24% of tanscripts detectas compare b 1% of iramscripts bedone capture. Prellminary resuss
on ER microamays at laiz shage of development demonsiraied fhat 34 g=nes wers sirongly modulated depending on virulend or attenuaied sTalns. 15 of the genes were
signiicartly up-reguiated for wirulent strain. Throwgh comparathee genomic study, on 24 genes, 19 had unknown function and € were Iewolved In metabolism pathaay.
Inf=resgngly, £ genes were ldenSfed bo be virulent tactors for ather Infraceilulsr pathopens and 2 as hypothebcal sindent factor soeciic of ER. Thres of these genes should
b= srongly Involhved In e vinderce (COE_X23, COE_X3, COS_X7; wp-regulaled for virulent sirain) ard 3 Involved In the afi=nuasion (COS_XS6, COE_X38, CDE_XI5;
domn-reguiated. The diferential gene exp s under 2 by @ RTPCA. Further analysis on ER earller stage of develcpment usieg SCOTE meihod are urder
process. This simiegy paves the way for new insights In pathogenidty of cbllgate Infracedular pathogens.
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