
 
 
 
Figure S1. The phylogenetic affiliation of the termite species used in the present study. The phylogenetic tree was 

reconstructed with the Neighbour-Joining method in Mega 7 based on the cytochrome oxidase II gene 
sequences of the termites. The termite species used for the isolation of lignocellulolytic gut bacteria are marked 
in bold. 

 
 


