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Supplemental Fig. B. Phylogenetic analysis of phage integrase (A) and holin (B). Predicted amino acids of each protein found in 
four GAS strains were compared with CLUSTAL W (DNA Data Bank of Japan) and construct the phylogenetic tree using NJ 
method (1) on MEGA2.1 software (http://www.megasoftware.net/, 2). Boostrap values are indicated between the gene. 
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Supplemental Figure B. Nakagawa et al.


