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After inoculating the plants with the respective virulent (CK Rif r) and non-virulent
(hreS -) strain, growth of the bacterial populations in planta was determined by dilution
plating on selective media. A difference of one order of magnitude was present between
the resistant and the susceptible ecotypes. Ten days after inoculation Be-O was

completely wilted, while no symptoms had developed on Kif-O.

Northern analyses were performed using the Pathogenesis Related (PR)-genes. The data
obtained revealed the absence of PR-1, PR-2 and PR-5 expression in Be-O, possibly
explaining the rapid onset of disease development. These markers of the salicylic acid
pathway were, however, induced in Kil-O conferring the absence of wilt symptoms and

thus resistance.

Finally, a new A. thaliana - R. solanacearum pathosystem was developed, fit for
transcriptome analysis. This will aid in the understanding of bacterial wilt, ultimately
limiting further disease spread and conservation of vital nutritional food sources in Africa

and other developing countries.
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Nadat die plante met die bepaalde virulente (CK Rif ") en nie-virulente
(hrcS ") isolate geinokuleer is, is die groei van die patogeen populasie in planta bepaal
deur middel van verdunnings uitplating op selektiewe media. ‘n Verskil van 1 orde van
betekenis is gevind tussen die weerstandbiedende en vatbare ekotipes. Tien dae na

inokulasie was Be-O heeltemal verlep, terwyl Kil-O geen simptome getoon het nie.

Northern analises is ook uitgevoer en die Patogeen Verwante (PR)-genes is gebruik. Die
data het die afwesigheid and die PR-1, PR-2 en PR-5 uitdrukking in Be-O getoon, dit
verklaar moontlik die vinnig aanvang van verwelk en siekte ontwikkeling. Hierdie
merkers vir die Salisielsuur padweg is egter geinduseer in Kil-O wat moontlik

verantwoordelik is vir die weerstandbiedenheid van die ekotipe.

Uiteindelik 1s ‘n nuwe A. thaliana - R solanacearum ontwikkel, geskik wvir
transkriptoom/microarry analise. Dit sal verder bydra tot die kennis van bakteriese
verwelk, met ‘n beslissende inperking op die verspreiding van die siekte asook

beskerming van noodsaaklike voedsel bronne in Afrika en ander ontwikkelende lande
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Progression of disease symptoms in the different 4. thaliana ecotypes
over 18 days after root inoculation by the R. solanacearum control
strain, BCC 0300 (GMI 1000) during the three replicate experiments
(A, B and C).

Progression of disease symptoms in the different 4. thaliana ecotypes
over 18 days after root inoculation by the R solanacearum isolate
BCC 0302 (CK) during the three experiments (A, B and C).

A comparison between the most susceptible ecotypes, Be-O and Col-
5, with the more resistant ecotypes, Kil-O and Sf-2, over 19 days
after inoculated with isolate BCC 0302 (CK).

Ilustration of wilt symptoms of selected 4. thaliana ecotypes, Be-O,
Col-5 and Kil-O, one week after inoculation with R. solanacearum
strains BCC 0302 (CK) and BCC 0300 (GMI 1000) compared to the
water control.

DNA extracted from selected A. thaliana ecotypes

A. thaliana DNA amplified with RRS1 primers

PCR amplification of the PopP2 gene of R. solanacearum using
primer pair, Pop P2-1 and Pop P2-7.
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