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Figure S1. Maximum likelihood (ML) tree inferred from COI 
partial sequences of Rh. microplus tick specimens 
collected in the present study (*) and sequences from 
GenBank.

Figure S2. Maximum likelihood (ML) tree inferred from COI 
partial sequences of Hy. marginatum tick specimens 
collected in the present study (*) and sequences from 
GenBank.
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Figure S4. Maximum likelihood (ML) tree inferred from COI partial sequences of Hy. anatolicum tick specimens collected in the 
present study (*) and sequences from GenBank.

Figure S3. Maximum likelihood (ML) tree inferred from COI partial sequences of Rh. sanguineus tick specimens collected in the 
present study (*) and sequences from GenBank.


