
Supplementary File: gp114-l15-16 and gp34-35-36 amino acid percent identity and amino acid conservation and secondary structure 

alignment. 

  

Percent amino acid identity was performed using ClustalW default parameters within Geneious (Geneious version 6.1.4, 

http://www.geneious.com/) (Kearse et al., 2012).  For gpl15 / gp35, the respective proteins were divided into N-terminal, middle, and C-

terminal for identity determinations.  Amino acid conservation and secondary structure prediction alignment was performed using PRALINE 

Multiple Sequence Alignment set at default parameters (http://www.ibi.vu.nl/programs/pralinewww/) (Simossis & Heringa, 2005).  The color 

key for the amino acid conservation output is as shown.  Alignment comparison of predicted secondary structure used DSSP (Kabsch & Sander, 

1983) and PSIPRED (Jones, 1999) and was performed separately for each c2-type (gpl14-l15-l16) and bIL67-type (gp34-35-36) group of phage 

proteins; color assignments are red for helix and blue for sheet. 
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gpl14 – gp34 amino acid alignment / % identity 

  c2 D4412 M5938 bIL67 D4410 M6162 M6165 M6202 

c2   90 94 42 42 41 41 41 

D4412 90   91 42 41 40 41 41 

M5938 94 91   41 41 41 41 40 

bIL67 42 42 41   94 89 91 93 

D4410 42 41 41 94   89 92 93 

M6162 41 40 41 89 89   89 89 

M6165 41 41 41 91 92 89   92 

M6202 41 40 40 93 93 89 92   



gpl14 secondary structure prediction 

gp34 secondary structure prediction 



gpl15 – gp35 amino acid alignment / % identity 

gpl15 / gp35 N-terminal           

  c2 D4412 M5938 bIL67 D4410 M6162 M6165 M6202 

c2   79 94 94 94 94 94 93 

D4412 79   78 78 77 79 78 75 

M5938 94 78   100 98 98 100 95 

bIL67 94 78 100   98 98 100 95 

D4410 94 77 98 98   96 98 95 

M6162 94 79 98 98 96   98 93 

M6165 94 78 100 100 98 98   95 

M6202 93 75 95 95 95 93 95   

gpl15 / gp35 Middle             

  c2 D4412 M5938 bIL67 D4410 M6162 M6165 M6202 

c2   22 25 0 24 - 25 0 

D4412 22   85 28 84 - 85 0 

M5938 20 85     94 - 100 0 

bIL67 45 28 25   24 - 25 0 

D4410 19 84 94 24   - 94 0 

M6162 - - - - -   - - 

M6165 - 85 100 25 94 -   0 

M6202 8 0 0 0 0 - 0   

gpl15 / gp35  C-terminal           

  c2 D4412 M5938 bIL67 D4410 M6162 M6165 M6202 

c2   88 89 45 42 47 45 46 

D4412 88 89 89 46 41 49 46 46 

M5938 89 89   45 41 47 45 45 

bIL67 45 46 45   86 82 86 84 

D4410 42 41 41 86   80 90 87 

M6162 47 49 47 82 80   84 82 

M6165 45 46 45 86 90 84   84 

M6202 46 46 45 84 87 82 84   



gpl15 secondary structure prediction 

gp35 secondary structure prediction 



gpl16 – gp36 amino acid alignment / % identity 

  c2 D4412 M5938 bIL67 D4410 M6162 M6165 M6202 

c2   79 81 38 37 37 37 37 

D4412 79   88 39 39 38 40 39 

M5938 81 88   40 39 39 40 39 

bIL67 38 39 40   94 90 88 89 

D4410 37 40 40 94   89 88 91 

M6162 37 38 39 90 89   89 88 

M6165 37 40 40 88 88 89   90 

M6202 37 39 39 89 91 88 90   



gp36 secondary structure prediction 

gpl16 secondary structure prediction 


