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Abstract 

Avicennia marina is an ecologically important mangrove tree species that is widely distributed. 

More information is needed in order to understand the level and distribution of genetic diversity 

of mangroves in general. This will positively contribute to how and where effort and resources 

should be focused for its sustainable management and conservation. The aim of this study was to 

determine the population genetic structure of Avicennia marina from Mozambique. A total of 80 

samples were collected, twenty per study site, at Costa do Sol (CS), Inhaca Island (II), Bons 

Sinais Estuary (BSE) and Pemba-Metuge (PM). We developed and made use of 10 polymorphic 

microsatellite loci for the population screening. The overall level of polymorphism detected was 

relatively high with 4 - 24 alleles detected for each locus. Amova tests were performed for all 

possible groupings and 91 to 95 % of the variation was located within populations. Pairwise FST 

comparisons where all not significant. The grouping with highest FST value was (PM + CS + 

BSE) + II, with 91 % of the genetic variation within populations. No isolation by distance (R
2
 = 

0.0041 and p = 0.46) was detected. Structure results suggested the presence of a single 

population after independent clustering of all samples. Further exploration of the spatial 

structuring through PCoA suggested a grouping pattern among samples, with the first axis and 

the second axis accounting for 61,32 % and 27,68 % of the observed variation, respectively. The 

results suggested high levels of gene flow for A. marina along the cost of Mozambique. 
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