
susceptiblility of Plasmodium vivax infections to chloroquine.  Forty eitht patients 
admitted to the medical wards at NHSL, confirmed for having Plasmodium vivax 
infections by microscopy, were recruited for this study from January to April 2000.  At 
the time of recruitment, information on patients past history of malaria, parasitaemia, 
clinical status and anti-malarial drugs received were obtained.  Following informed 
consent to participate in this in vivox follow -up study, all patients were requested come 
to the laboratory on day 7,14, 21 and 28 for examination of blood films.  All patients 
have received standard chloroquine and primaquine treatment at NHLS except for two 
patients who had received chloroquine only.  Out of these 48 patients, 24% had come for 
the follow-up study only on week 1 and 2, while 62% and 91% had come for the follow 
up study by week 3 and 4 respectively.  All these patients were negative for Plasmodium 
vivax asexual blood asexual blood stages as determined by the examination of thick and 
thin blood film taken during the follow-up period, except for the two patients who had 
not taken primaquine during the primary infection.  Most of these patients were 
residents of Colombo distict, which is a malaria non-endemic area, except for 9 patients 
who were residents of endemic areas.  Out of these 9 endemic patients, only 5 patients 
had been followed-up and they have stayed in Colombo till the end of the 4 week 
follow-up period.  The data from this in vivo study shows the lack of recrudescent 
infections in these P. vivas infections studies here, indicting the susceptibility to 
choloroquine treatment.  
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Molecular markers to identify genes, which code targets of strain-specific protective 
immunity in Plasmodium chabaudi 
 
The murine malaria parasite, P. Chabaudi is available as number of different wild-caught 
“strains” to which protective immunity is party “strain” – specific.  Identifying genes for 
“strain”-specific antigens, an important step for vaccine development, is the aim of this 
study.  The approach is ato make a genetic cross between two antigenically distinct 
parental “strains” of  P. chabaudi and to place the recombinant progeny under “strain”-
specific immune selection in mice made immune to one or the other parental “strain”.  
The immune-selected progency would be screened for “strain”-specific markers lost 
under selection..  These markers should, in principle, be linked to the genes for “strain” 
– specific immunity.  We have used Amplified Fragment Length Polymorphism (AFLP) 
to generate molecular markers for two parental strains, AS and CB.  Two restriction 
enzymes, EcoRI and Msel, were used to digest the genome of each “strain” of parasites 
and then ligated to oligonucleotide adapters matched to the digested ends.  PCR 
amplification was performed using primers designed to match the adapters.  One to 
three arbitrarily selected nucleotides were added to the 3’ end of the primers for the 
selective amplification of DNA fragments.  One PCR primer is radio-labeled allowing 
markers to be identified in auto-radiaograph after separation on acrylamide gel.  We 
were able to develop more than 150 AS-specific and 200 CB-specific markers. 
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	Cryptosportidium parvum  is an enteric protozoan parasite responsible for diarrhoea in children, neonates of animals and immunodeficient hosts.  In Sri Lanka, Cryptosporidium oocysts have been demonstrated in the faeces of diarrhoeic children.  Recently,
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