S3 Table. Results of the HHpred analysis of the tail protein sequences of lambda phage. For
each protein, the most relevant hits are shown with the matched residues, Protein Data Bank ID,
chain identifier, HHpred probability (%), E-value, and percent sequence identity in the matched

regions.
. Probability Sequence
Residues Match PDB ID (%) E-value Identity (%)
Rhodobacter
1-136 capsulatus RCGTA g9 6TE9 G 99.81 4.3e-18 14
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