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Appendix Figure 1. Colonial morphology of Burkholderia semiarida HNBS001 shown in LB agar (A), 

TSA agar (B), blood agar (C), MacConkey agar (D) and Burkholderia cepacia selective agar (E); 

Gram stain of Burkholderia semiarida HNBS001 (F). Bacteria growing on LB agar and blood agar 

media showed colonies with yellow, rounded shapes, smooth edges, and convex elevation, whereas 
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on MacConkey agar were pink, small, smooth, with sheen and convex and on Burkholderia cepacia 

selective agar were yellowish-greenish-brown or surrounded by white colonies tinged with pink. The 

bacterial cells were gram-negative bacilli shapes with pink cell color based on the results of the gram 

stain. 

 

Appendix Figure 2. Phylogenetic tree and pairwise comparisons based on both dDDH (d4) and ANI 

values of HNBS001 and representative genomes of Burkholderia. The tree was inferred with fasttree 

(1) from SNPs matrix calculated from genome sequences by kSNP (2). The tree was rooted at the 

midpoint. The same tree clustering was used for both rows (labeled with Burkholderia species name) 

and columns (ignored branch lengths, labeled with accession number) in the heatmap. The strain we 
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isolated in this study was named as HNBS001. The genome of 48 representative Burkholderia 

species and three other B. semiarida were downloaded from the Refseq database accessed on 

September 26, 2023. Cutoff values for species clustering was 70% for dDDH (d4) and 96% for ANI. 

The asterisk represents the species were suggested transfer to the genus Caballeronia (3). 
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