
 

 

 

Figure S2. Phylogenetic analysis of the proteins of the phage AerS_266 with the most similar 

protein sequences. Alignment and analysis were performed using MEGA 11.0. The Maximum 

Likelihood method was used to construct the tree. (a) capsid protein, the sequence ID of the 

capsid protein of the AerS_266 phage is marked with black circle; (b) DNA polymerase; the 

sequence ID of DNA polymerase of the AerS_266 phage is marked with black box 
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