Spatial and temporal distribution of Pfmsp1 and Pfmsp2 alleles and genetic profile change of Plasmodium falciparum populations in Gabon
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Introduction: In Gabon, malaria is still a public health problem marked by a rebound of malaria prevalence in 2011. The relation between the genetic diversity of Plasmodium falciparum and level of the premonition in endemic areas could to inform about fight methods of malaria control according to sites. 
Methods: A total, 109 P. falciparum isolates form outpatients were genotyped by using nested-PCR of Pfmsp1 (block 2) and Pfmsp2 (block 3). The genetic diversity of isolates collected between 2011 and 2008 was compared, based on Pfmsp1 gene analysis. Only Ro33 (93.6%; 44/47) and Mad20 (60%; 12/20) alleles frequencies of were higher in isolates from Oyem (p<0.01) and Port-Gentil (p=0.02), respectively. Specific alleles in each site has been found. For Pfmsp1 gene, the frequencies of multiples infections were comparable between Port-Gentil (65.0%) and Oyem (61.7%) compared at Libreville (47.6%; 20/42). The multiples of infections were detected in 55.5% (15/27) at Oyem, 17.2% Libreville and 20% Port-Gentil on based gene Pfmsp2 analysis.  The complexity of infection was higher at Oyem (2.1±0.48), compared to Port-Gentil (1.05±0.70) and Libreville (1.2±0.61) of Pfmsp2 gene analyzed. Temporal evolution of allelic diversity of P.falciparum isolates at Libreville and Oyem between 2008 and 2011 has been observed.
Conclusion: In conclusion, these data confirm high transmission at Oyem and circulating of strains new at Libreville and Oyem. 
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