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Understanding molecular mechanism underlying Theileria orientalis transmission
in the tick

Hayashida, Kyoko

3,300,000

Babesia microti
Colpodella
RNAseq

Ticks transmit several pathogens, including medically and veterinaly
important Babesia and Theileria parasites. We established amplicon-NGS sequence system to detect
broad range of piroplasm parasites from Ticks. Using this sytem, we detected several possible
pathogens including zoonotic Babesia microti and Colpodella sp. from the tick collected in Japan.
Genome-wide transcriptome analysis revealed that, nine genes are upregulated in the salivary gland
of Theileria orientalis infected tick compared to the un-infected tick. These genes my involve in
the protection or establishment of infection of T. orientalis, that provide new insights into the
understanding the immune mechanisms of Ticks against Theileria parasites.
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2021 Bos taurus (Japanese Shorthorn) 44 44 (100%) 42 (95%)
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H. hystricis 10 0(0) 0(0) 0 (0) 0(0)

|. persulcatus 53 0(0) 0(0) 0(0) 0(0)

/. ovatus 57 2(3.51) 0 (0) 0 (0) 0(0)

H. flava 22 0(0) 0(0) 2(9.0) 0(0)

D. taiwanensis 1 0(0) 1 (100) 0 (0) 0(0)

|, monospinosus 6 0(0) 0(0) 0 (0) 0(0)

Haemaphysalis sp. 1 0 (0) 0(0) 0 (0) 0(0)

2019-2020 H. kitaokai 13 0(0) 0(0) 0(0) 0(0)

H. japonica 3 0(0) 0(0) 0(0) 0(0)

1. paviovsky 8 0(0) 0(0) 0(0) 0(0)

H. longicornis 8 0(0) 0(0) 0(0) 0(0)

H. formosensis 5 0(0) 0 (0) 0 (0) 0(0)

|. nipponensis 1 0(0) 0(0) 0(0) 0(0)

H. megaspinosa 10 0 (0) 0(0) 2 (20) 0 (0)

A. testudinarium 2 0 (0) 0 (0) 0 (0) 0 (0)

2021 H. megaspinosa 158 5 (3.16) 0(0) 6 (3.8 4 (2.5)
2022 H. megaspinosa 102 7 (6.86) 0 (0) 2 (12.0) 2 (2.0)
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