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SUMMARY 
 
The coffee berry borer, Hypothenemus hampei (Ferrari), is one of the most serious pests in 
commercial coffee production. The species is thought to have originated in equatorial Africa 
but has now spread to most of the major coffee growing regions of the World; it was first 
recorded from the Far East (Java) in 1909 and the Neotropics (Brazil) in 1924. The genetic 
variation of 17 widespread populations of H. hampei, was assessed by sequencing a 1200 bp 
regions of the mtDNA genome. A cladistic analysis resolved the haplotype sequences into 
three main lineages: 1) Mexico, Central America and South America, 2) Central Africa, 3) an 
unresolved group including the populations from Asia, Ivory Coast, Jamaica and New 
Caledonia. These results give us an insight into both the genetic relationships among far-flung 
populations and the main patterns in the dispersal. Three of the populations from New 
Caledonia are resistant to endosulfan and other cyclodiene-type insecticides. We suggest that 
this sort of analysis may serve in risk assessment of potential resistance in closely related 
populations. 

 


