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Abstract
Theileria is a tick-borne protozoan that is globally distributed and infects nearly all ungulates in which they cause either latent infection or lethal disease. Ticks are considered as the major vector of this pathogen with wild animals being reservoir hosts of many species of the organism. Their diversity and economic implications in domesticated animals is increasingly becoming of interest. The molecular characterization and identification of Theileria in ticks has been less studied in a tick species within the Eastern Cape, South Africa. In this study, we amplified the genetic material of Theileria spp. in 1200 tick samples collected from domesticated animals (cattle, sheep and goats) from some farms within the Amatole and OR Tambo District Municipalities of the Eastern Cape Province, South Africa where these animals live in close proximity with humans. We sequenced the amplified genetic materials of Theileria spp. infecting ticks and used molecular-genetic and phylogenetic analysis of the 18 Small Subunit of the Ribosomal RNA (18S rRNA) to identify their relationships with known species of Theileria sequences in GenBank by BLAST analysis. Our results revealed that 54/1200 (4.5%) samples were positive for Theileria. Phylogenetic analysis also revealed that five distinct species of Theileria (Theileria sergenti, Theileria buffeli, Theileria orientalis, Theileria annulata, and Theileria sinensis) showed a high degree of homology to reference sequences from different geographical locations. However, no human infection has been reported for the detected species. This is the first molecular description and characterization of Theileria species infecting ticks in Eastern Cape, South Africa. This study demonstrates the potential for Theileria transmission between wildebeest and small domestic ungulates, such as sheep and goats.
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