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Figure S1. Conserved sequences at the N-terminus of the Klebsiella RBPs per family using a WebLogo when multiple RBP sequences are available, or a
pairwise alignment when only two RBP sequences are available. (A) N-terminal anchor of the first RBP of KP32viruses; (B) conserved peptide of the second
RBP of KP32viruses; (C) N-terminal anchor of the first RBP of KP34viruses; (D) conserved peptide of the second RBP of KP34viruses; (E) N-terminal anchor
of the first RBP of viruses belonging to the Menlow group; (F) conserved peptide of the second RBP of viruses belonging to the Menlow group; (G) conserved
peptide of the third RBP of viruses belonging to the Menlow group; (H) conserved peptide of the fourth RBP of viruses belonging to the Menlow group; (1)
conserved peptide of the second RBP of viruses belonging to the ®K64-1; (J) conserved peptide of the fourth RBP of viruses belonging to the ®K64-1 group;
(K) anchor of the fifth RBP of viruses belonging to the ®K64-1 group; (L) conserved peptide of the eighth RBP of viruses belonging to the ®K64-1 group; (M)
conserved peptide of the ninth RBP of viruses belonging to the ®K64-1 group; (N) N-terminal anchor of the first RBP of KP36viruses. The red frames indicate
the region of RBPs detected to be homologous to T4gp10. In the case of KP36viruses, the region homologous to the T5 distal tail protein domain B was indicated

with grey frame.



