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Supplementary Figure S1. Singleplex in silico specificity analysis depicted by oligonucleotide alignments for the forward primer, 
reverse primer, and probe sequences of (A) B. burgdorferi, (B) B. hermsii, (C) B. parkeri, (D) B. turicatae, (E) E. ewingii, (F) E. 
chaffeensis, (G) E. canis, (H) A. phagocytophilum, (I) R. rickettsii, and (J) pan-Babesia assays in 5’ to 3’ orientation. Assays were 
evaluated for analytical specificity against representative closely related species as indicated in Supplementary Tables S5-S10. 
Respective primers and probes used for analysis are highlighted in grey. The sequences for other species are only shown when they 
differ from respective species sequences. A dot indicates identity with the respective species sequence. Dashes in (A)-(C), (E)-(G) and 
(J) refer to an in/del, dashes in (D), (H) and (I) refer to absence of gene sequences. The second column indicates specificity in 
qualitative results (positive or negative). An asterisk represents hypothetical analysis based on NCBI BLAST analysis due to lack of 
available reference strains. 
 

 
 

 
 



 
 

 
 

 
 

 
 



 
 

 
 

 
 



	


