
Supplementary Figure S1. Plots of the pLDDT values (y-axis) vs the protein sequence (x-axis). (A) 
Structure predictions of proteins from P335 phages types I and II. (B) Structure predictions of proteins 
from P335 phages types III and IV. The red dots squares identify the Dit arm-hand domain interacting 
with the RBP N-terminal domain. (C) Structure predictions of the NPS proteins from phages PhiLC3, 
TP901-1 and Tuc2009. 
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Supplementary Figure S2. Sequence alignment of adhesion device proteins from phages 
TP901-1 and Tuc2009 



Supplementary Figure S3. Sequence alignment of RBP sequences. (A) phage TP901-1 vs 
PhiLC3. Residues involved in receptor binding are identified by red dots. (B) Tuc2009 vs Q33. 



Supplementary Figure S4 Structure and activation of phage p2 baseplate.. (A) The interaction 
between p2 Dit arm & hand domain and the RBP shoulders domain viewed from below the baseplate. 
(B) Structure of the p2 baseplate (Dit, Tal, RBP) viewed from above. (C) Lateral view of the p2 
baseplate. (D) Structure of the p2 baseplate viewed from below. (E) Lateralview of the phage p2 
activated baseplate. The RBPs have rotate 220° from the resting state.



Supplementary Figure S5. Hydrogen bonds established between phage PhiLC3 RBP N-termini and 
the Dit arm and hand domain.  

Supplementary Figure S6. Buried surface area per residue between PhiLC3 RBP N-termini and the 
Dit arm and hand domain.  



Supplementary Figure S7.  Comparison of the structural models of the adhesion devices with 

nsEM images. The nsEM images are reproduced in part from Figures 1 in references [2] and [3]. 




