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Maximum clade credibility and maximum likelihood trees at 3X coverage and 95% threshold; Maximum 

likelihood tree shown is for TPE and TEN intra-group phylogenomic anylsis only. Branch support was assessed 

using Shimodaira-Hasegawa-like approximate likelihood ratio tests (SH-like aLRT), with branches supported by 

SH-like aLRT values < 0.90 and/or posterior probabilities < 0.95 in the Bayesian Markov chain Monte Carlo 

tree indicated in gray. The scale shows nucleotide substitutions per variable site. 
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Maximum clade credibility and maximum likelihood trees at 5X coverage and 50% threshold; Maximum 

likelihood tree shown is for TPE and TEN intra-group phylogenomic anylsis only. Branch support was assessed 

using Shimodaira-Hasegawa-like approximate likelihood ratio tests (SH-like aLRT), with branches supported by 

SH-like aLRT values < 0.90 and/or posterior probabilities < 0.95 in the Bayesian Markov chain Monte Carlo 

tree indicated in gray. The scale shows nucleotide substitutions per variable site. 
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Maximum clade credibility and maximum likelihood trees at 5X coverage and 95% threshold; Maximum 

likelihood tree shown is for TPE and TEN intra-group phylogenomic anylsis only. . Branch support was 

assessed using Shimodaira-Hasegawa-like approximate likelihood ratio tests (SH-like aLRT), with branches 

supported by SH-like aLRT values < 0.90 and/or posterior probabilities < 0.95 in the Bayesian Markov chain 

Monte Carlo tree indicated in gray. The scale shows nucleotide substitutions per variable site. 
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Maximum clade credibility and maximum likelihood trees at 10X coverage and 50% threshold; Maximum 

likelihood tree shown is for TPE and TEN intra-group phylogenomic anylsis only. . Branch support was 

assessed using Shimodaira-Hasegawa-like approximate likelihood ratio tests (SH-like aLRT), with branches 

supported by SH-like aLRT values < 0.90 and/or posterior probabilities < 0.95 in the Bayesian Markov chain 

Monte Carlo tree indicated in gray. The scale shows nucleotide substitutions per variable site. 
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Maximum clade credibility and maximum likelihood trees at 10X coverage and 95% threshold; Maximum 

likelihood tree shown is for TPE and TEN intra-group phylogenomic anylsis only. Branch support was assessed 

using Shimodaira-Hasegawa-like approximate likelihood ratio tests (SH-like aLRT), with branches supported by 

SH-like aLRT values < 0.90 and/or posterior probabilities < 0.95 in the Bayesian Markov chain Monte Carlo 

tree indicated in gray. The scale shows nucleotide substitutions per variable site. 
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Maximum likelihood tree at 3X coverage and 50% threshold; shown here is the TEN clade clustering within 

the TPE clade. This clustering pattern was the same for all ML trees and hence the control intra-group analysis 

of TPE and TEN only. Branch support was assessed using Shimodaira-Hasegawa-like approximate likelihood 

ratio tests (SH-like aLRT), with branches supported by SH-like aLRT values < 0.90 indicated in gray. The scale 

shows nucleotide substitutions per variable site. 
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