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SR Introduction
? \\‘“"““"‘ East Coast Fever is a tick-borne parasitic leukosis of cattle caused by Theileria
LYMPHOBLAST parva and transmitted by Rhipicephalus appendiculatus ticks. ECF is endemic in
— N S e eastern, central and southern Africa with substantial economic impact
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Characterization of the bovine MHC class I locus:
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T. Parva distribution

A truly global analysis of immune responses to 7. parva by simultaneous genotyping the multiple co-amplifying MHC class I loci, high throughput

computational epitope searches , assessing the allelic diversity at t
sporozoite neutralizing p67 antigen will support the rational develo
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ne extensively polymorphic and principal expressed MHC class II DRB3 locus and the

byment of vaccines based on subunit components of the parasite .
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