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1 Supplementary Figures and Tables 

 

Supplementary Figure 1.  Hairplot representation of the Pseudoalteromonas phage clusters. 
Directional arrows indicate that a phage shares 40% of its proteins with the phage it is pointing to. 
PSA Genera Group numbers are listed in Supplementary Table 1. 

Hairball plot of Pseudoalteromonas phage genera
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Supplementary Figure 2.  16S rRNA gene phylogeny for a subset of publicly available 
Pseudoalteromonas spp. and 6 Helgoland Pseudoalteromonas spp. (in red). 
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(A)  (B)  

Supplementary Figure 3.  Evaluation by ProSA software (Wiederstein and Sippl, 2007) of major 
capsid protein 3D model predicted by I-TASSER for:  (A) PSAHS1_00030 and PSAHS5_00057, (B) 
PSAHS8_00019. All z-scores of predicted structures (black dot in panels A and B) fall in range of 
those expected based on empirical X-ray- and NMR-generated structural data. 
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Supplementary Figure 4. Large terminase (terL) maximum likelihood-based protein phylogeny. 
Large terminase nodes and groups are colored based on phage DNA packaging mechanisms (Casjens 
et al., 2005). Phages in the VpV262-like group cluster. 
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Supplementary Figure 5.  DNA polymerase A (DNApol) maximum likelihood-based protein 
phylogeny. Colorblocks indicate phage taxonomy and groups are colored based on phage DNA 
packaging mechanisms (Casjens et al., 2005). Phages in the VpV262-like group are spread across the 
tree.  
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Supplementary Figure 6.  Infection phenotype data for Helgoland Pseudoalteromonas phages and 
hosts. (A) Burst sizes, (B) latent periods, (C) one-step virus production curves. 

 

Supplementary Table 1 (data sheet 2.csv). VirSorter output describing prophages predicted to be in 
Pseudoalteromonas phage genomes and WGS projects in GenBank. These identified prophages were 
used in the reciprocal best blast used in Figure 1 and Supplementary Figure 1. 

Supplementary Table 2 (data sheet 3.xlsx). Annotation tables for all newly sequenced Helgoland 
phage isolates.  

Supplementary Table 3 (data sheet 4.xlsx). Summary of mass spectroscopy-derived proteomic data 
for each protein (CDS) of each Helgoland phage isolate analyzed, including data for input to R script 
to recreate model SDS-PAGE gel in Figure 3.  
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Methods for Supplementary Information: 

Gene phylogenies 

Full-length 16S rRNA gene sequences were recovered from the sequenced host genome data using 
EMIRGE (Miller et al., Banfield, 2011). Alignment for the 16S rRNA gene phylogeny was generated 
using the SINA aligner (Pruesse et al., 2012). Alignments for terL and DNApol protein phylogenies 
were generated with T-Coffee (Notredame et al., 2000) with default parameters. Maximum 
likelihood trees were generated with RaXML v 7.3.0 based on 100 bootraps and using the 
Generalized Time Reversible gamma model (Stamatakis 2006). Trees visualizations were generated 
in iTOL v2 (Letunic and Bork, 2016). 
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