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FIG. S1. Dendrograms of bacteriophage proteins from NCBI database that showed significant 

similarity to the major head protein (A) and the trascriptional regulator protein (B) of the ФAQ113. 

The phylogenetic trees were derived by alignment using Clustalw2 and were obtained using Jukes-

Cantor algorithm for evaluating genetic distance and neighbour joining for clustering. 

 

B 


