
 

 

Figure S1:  Neighbor-joining (NJ) phylogeny tree that represents the protein sequence similarity between of the nine 

candidate genes potential specific B. xylophilus predicted ShK domain-containing proteins and other organisms, such 

as plant-parasitic, animal-parasitic and free-living nematodes and plants also ShK domain-containing proteins with 

domain D1 and domain D2.  

 


