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Figure S1. UPGMA phylogenetic analysis of the amino acid sequences from domain I of Cry proteins. The 

distances were computed using the Poisson correction method and are in the units of the number of amino 

acid substitutions per site. These analyses involved 49 amino acid sequences. All ambiguous positions were 

removed for each sequence pair (pairwise deletion option). Evolutionary analyses were conducted in MEGA 

X. The Cry8Ha1 and Cry8Ia1 proteins were labeled in red letters. 
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Figure S2. UPGMA phylogenetic analysis of the amino acid sequences from domain II of Cry proteins. The 

distances were computed using the Poisson correction method and are in the units of the number of amino 

acid substitutions per site. These analyses involved 49 amino acid sequences. All ambiguous positions were 

removed for each sequence pair (pairwise deletion option). Evolutionary analyses were conducted in MEGA 

X. The Cry8Ha1 and Cry8Ia1 proteins were labeled in red letters. 
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Figure S3. UPGMA phylogenetic trees of the amino acid sequences from domain III of Cry proteins. The 

distances were computed using the Poisson correction method and are in the units of the number of amino 

acid substitutions per site. These analyses involved 49 amino acid sequences. All ambiguous positions were 

removed for each sequence pair (pairwise deletion option). Evolutionary analyses were conducted in MEGA 

X. The Cry8Ha1 and Cry8Ia1 proteins were labeled in red letters. 

 


