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PfRALP1 binds to an unknown receptor at the surface of 

human red blood cells (RBCs) during invasion and plays an 

essential role in the growth and development of malaria 

parasite. Initial studies have shown that PfRALP1 is 

immunogenic, localises at moving junctions and contains bZIP 

as well as coiled-coil domains.[1,2] In this endeavour, 

characterisation and functional studies of recombinantly 

expressed fragments of PfRALP1 have been carried out to find 

out the functionally active region(s) responsible for the invasion 

process. Taken together, the efforts are on to identify the 

potential functional region(s) of PfRALP1 which is/are the 

natural binding site(s) and would possibly be targeted to inhibit 

parasite invasion into RBCs. 
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