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Table S1. Alpha-diversity estimation of gut bacterial communities of different Dendroctonus 
species. 
  

Label Observed  
OTU97***  

Richness and Diversity index Good’s 
coverage 	Chao1 ACE**** PD** Simpson-1 

	D. adjunctus  63 131.0 134 4.7 4 0.938 
	D. approximatus* 30 68.0 80 1.4 1 0.967 
	D. brevicomis  99 238.1 295 3.9 9 0.894 
	D. frontalis  41 126.1 112 2.2 2 0.957 
	D. mesoamericanus  49 205.6 174 3.3 4 0.950 
	D. jeffreyi  98 193.3 210 6.8 8 0.908 
	D. mexicanus  61 151.1 159 3.8 6 0.940 
	D. parallelocollis  41 82.9 80 3.0 3 0.963 
	D. ponderosae  46 89.0 100 3.3 5 0.959 
	D. pseudotsugae* 25 28.7 25 0.4 2 0.977 

	D. rhizophagus  57 185.6 192 3.1 6 0.937 
	D. valens  87.5 293.0 257 4.2 9 0.905 
	D. vitei  61 167.1 206 3.4 6 0.933 
	*These samples have not replicates 

     	**Phylogenetic diversity 
    	***Operational Taxonomic Units at 97% of similarity 

    	****Abundance-based in coverage estimator 
    		

	
	
	
	
	
	
	
	


