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BLAST amino acid sequence analysis [28] showing similarity of TTPBgp12 to other TPs. 
 
 
Phage Tail Protein (TP) 

 
 

Phage of 

% of amino 
acid 
sequence 
identity of 
TP 

 
 
Tail Tubular Protein B 
(TTPB) 

Yersinia, Escherichia, Salmonella, Citrobacter, 
Serratia, Klebsiella, Leclercia, Enterobacteria 

97-99 

Salmonella, Serratia, Escherichia, Enterobacteria, 
Erwinia, Yersinia, Pectobacterium 

65-70 

Pectobacerium, Erwinia, Pantoea, Yersinia, 
Escherichia, Enterobacteria, Salmonella, 
Klebsiella 

62-65 

Tail Fiber Protein (TFP) Enterobacter 99-100 
Escherichia, Stenotrophomonas, Klebsiella 62-67 

 
BLAST amino acid sequence analysis [29] showing similarity of TFPgp17 to other phage 
TFPs. 

Phage of % of amino acid sequence 
identity of TFP to TFPgp17 

Enterobacter, Yersinia, Serratia, Citrobacter, 
Shigella, and Escherichia 

99-100 

Dickeya 92 
Yersinia 81-84 
Pseudomonas and Klebsiella 76 -78 
Dickeya 68 
Klebsiella, Escherichia, Stenotrophomonas and 
Pseudomonas 

51-55 

Leclercia, Escherichia, Pectobacterium, 
Erwinia, Enterobacteria, Yersinia, Xylella, 
Klebsiella, Serratia, Kluyvera and Pseudomonas 

47-48 

Pseudomonas, Serratia, Citrobacter and 
Salmonella 

43-46 

Pseudomonas 24 
 



The BLAST amino acid sequence alignment scheme [28] showing similarity of TFPgp17 and 
TFP of Enterobacteria phage T7 (T7_TFP), TFP of Enterobacteria phage T3 (T3_TFP) of 
tail spike protein of Enterobacteria phage K1F (K1F_TSP), L-shaped TFP of Escherichia 
phage T5 (T5_TFP), side TFP of prophage K12 (K12_TFP) and TFP of Enterobacteria phage 
lambda (L_TFP). 
 

 
Sequence alignment of TTPBgp12 and T7_TTPgp12 from bacteriophage T7 (PDB code: 
6r21) [13] using The Clustal Omega tool [24]. Identities between TTPBgp12 and 
T7_TTPgp12 are shown in red. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



The results of HHPred analysis of TFPgp17 [31]. 
No Homologous 

template protein 
Source PDB 

code 
% of 
probability 

Amino acid 
residues of 
template 
protein 

Amino 
acid 
residues 
of  
TFPgp17 

The length 
of 
polypeptide 
chain 

1 Endo-N-
acetylneur- 
aminidase 
(chaperone) 

Enterobacteria 
phage K1F 

3GW6 99.4  10-275  419-643   208 

2 Receptor 
recognition protein 

Salmonella phage 
vB_SenMS16 

6F45  99.3 78-193  524-645   113 

3 L-shaped tail fiber 
protein 

Enterobacteria 
phage T5 

4UW8  99.2 232-426  412-645 156 

4 Neck appendage 
protein 
(chaperone) 

Bacillus phage 
GA-1 

3GUD  99.1  1-123  539-641   93 

5 phiAB6 tailspike unidentified phage 5JSD  99.1  21-179  2-188     156 
6 Tail spike protein Acinetobacter 

phage 
vB_AbaP_AS12 

6EU4 98.9  569-716  500-638 125 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Multiple sequence alignment of TFPgp17 and TFP from phage T7 (T7_TFP, UniProt code: 
P03748) , TFP from phage T3 (T3_TFP, UniProt code: P10308), tail spike protein from phage 
K1F (K1F_TSP, UniProt code: Q04830). Identities between TFPgp17 and all other selected 
proteins are shown in dark blue; those between TFPgp17, T7_TFP andT3_TFP are shown in 
red; those between TFPgp17, T7_TFP and K1F_TSP are shown in grey; those between 
TFPgp17 and T7_TFP are shown in turquoise; those between TFPgp17 and T3_TFP are 
shown in cyan and those between TFPgp17 and K1F_TSP are shown in orange. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



Multiple sequence alignment of TFPgp17 and L-shaped TFP from phage T5 (T5_TFP, 
UniProt code: P13390), side TFP from prophage K12 (K12_TFP, UniProt code: P76072) and 
TFP from phage lambda (L_TFP, UniProt code: P03764). Identities between TFPgp17 and all 
other selected proteins are shown in dark blue; those between TFPgp17, T5_TFP and 
K12_TFP are shown in turquoise; those between TFPgp17, K12_TFP and L_TFP are shown 
in red; those between TFPgp17, T5_TFP and L_TFP are shown in grey; those between 
TFPgp17 and T5_TFP are shown in pink; those between TFPgp17 and K12_TFP are shown 
in orange and those between TFPgp17 and L_TFP are shown in purple 
 
 


