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Background:Despiteseveralinterventionsinthemalariacontrolprograms,oneof

the majorbarriersto thisintervention isasymptomaticmalaria.Asymptomatic

malariaisamajorbarriertothemalariacontrolprogram asindividualswhoharbour

parasitesserveasreservoirstore-infectothers.Themechanism bywhichthese

individualsremainasymptomaticisnotwellunderstood.Alotofworkhasbeen

done in relation to human genes and its association to severe,mild and

uncomplicatedmalaria.However,thereislimitedknowledgeregardinghostgenetic

factorsandasymptomaticmalaria.

Method:In this study,we investigated the association between host genetic

polymorphismsofglucose-6-phosphatedehydrogenasegene(G6PD),mannosebinding

lectin(MBLG54A),tumornecroticfactoralpha(TNF-G308A)andnitricoxidesynthase2

(NOS2-G954C)andtheoutcomeofasymptomaticP.falciparum malariain150healthy

individualsinSouthernGhana.

Results:WefoundasignificantassociationbetweenG6PDdandasymptomatic

malariawithaprevalenceof(9.6% andaP=0.035,bychi-squaretest).Allthe

individualswho wereheterozygousandhemizygotedeficient(5.3%,4.3%)were

foundtobeasymptomatic.Individualshomozygous(GG)forTNF(G308A)were

foundtobehighlyasymptomatic(P=0.019,bychi-squaretest).WithregardtoMBL

(G54A)andNOS (G954C),no significantassociationwasfoundbetweenthese

markersandasymptomaticmalaria.



Conclusion:Uponreviewingourdatawithothersfrom publishedwork,weconcludethat

both heterozygous and hemizygous individuals with G6PD A-and homozygous

individuals(GG)ofTNF(G308A)polymorphismscouldbepredisposedgeneticallyto

asymptomaticmalaria.


