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Fasciolosis caused by liver fluke infection has severe economic damage to
the livestock industry all over the world. However, in many African countries, The endemic Fasciola
species has not accurately identified. The objective of this study was to investigate endemic
species by using molecular species identification markers which developed recently by our research
project. In addition, dispersal route of Fasciola flukes inside African continent was analyzed by
the phylogenetic markers.

Uganda was the first research center in this project, then, we expanded the target areas to north
and south African countries as well as middle east area to examine the dispersal route of Fasciola
flukes inside and outside the African continent.
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