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Mansonelliasis : A neglected filarial infection Mansonella Genome : Draft Assemblies Orthology analysis across Onchocercidae
 Mansonelliasis is a widespread yet neglected filariasis of humans, caused by infection with any of the three
filarial species: Mansonella perstans, M. ozzardi and M. streptocerca. * Orthologous genes across different filarial
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