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ABSTRACT. The present study reports the application of mitochon-
drial markers for the molecular phylogeny of Oryx species, including
the Arabian oryx (AO), scimitar-horned oryx (SHO) and plains oryx
(PO), using the Addax as an outgroup. Sequences of three molecular
markers, 16S rRNA, cytochrome b and a control region, for the above
four taxa were aligned and the topologies of respective phylogenetic
trees were compared. All these markers clearly differentiated the ge-
nus Addax from Oryx. However, for species-level grouping, while 16S
rRNA and cytochrome b produced similar phylogeny (SHO grouped
with PO), the control region grouped SHO with AO. Further studies are
warranted to generate more sequencing data, apply multiple bioinfor-
matics tools and to include relevant nuclear markers for phylogenetic
analysis of Oryx species.
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