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Technical Appendix 

 

Online Technical Appendix Figure. Phylogenetic tree constructed by using the neighbor-

joining method and MEGA software (http://megasoftware.net/) for Orientia tsutsugamushi 56-

kDa protein-encoding gene sequences obtained from GenBank, as previously described (1). The 
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isolate from this study is indicated by a box labeled “our isolate.” Sequences are identified by 

GenBank accession number. Numbers at nodes represent bootstrap values based on 100 

replicates. Scale bar represents 2% nucleotide sequence divergence. JP, Japan  
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