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Appendix Figure. Maximum Likelihood tree constructed by using shorter dsb sequences reported from 

other South American Ehrlichia sp. (210 positions included in the final dataset). Phylogenetic tree was 

constructed by using the program Mega 7.0 (https://www.megasoftware.net/) and best fitting substitution 

models were determined with the Akaike Information Criterion using the ML model test. Numbers 

represent bootstrap support generated from 1000 replications. GenBank accession numbers are in 

brackets. 
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