
 
 
 
 

 

Figure S1. Phylogenetic tree based on the sequences of dnaK gene. The tree was constructed using 
MEGA7 based on the maximum likelihood method, using the Kimura 2-parameter model. All 
bootstrap values >60 from 1,000 replications are shown on the interior branch nodes. The 
sequences obtained in this study are in bold. Alleles that were shared by different tick species 
have been highlighted in yellow. Allele ID is provided next to the tick species name. 

 

 

 

 

 

 

 

 



 
 
 
 

 

 

Figure S2. Phylogenetic tree based on the sequences of 23S rRNA gene. The tree was 
constructed using MEGA7 based on the maximum likelihood method, using the Kimura 2-
parameter model. All bootstrap values >60 from 1,000 replications are shown on the interior 
branch nodes. The sequences obtained in this study are in bold. Alleles that were shared by 
different tick species have been highlighted in yellow. Allele ID is provided next to the tick 
species name. 

  



 
 
 
 

 

 

Figure S3. Phylogenetic tree based on the sequences of rpoB gene. The tree was constructed 
using MEGA7 based on t the maximum likelihood method, using the Kimura 2-parameter 
model. All bootstrap values >60 from 1,000 replications are shown on the interior branch nodes. 
The sequences obtained in this study are in bold. Alleles that were shared by different tick 
species have been highlighted in yellow. Allele ID is provided next to the tick species name. 

 

 

 


