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Figure S1. Taxonomic profile of contigs recovered from the combined skin metaviromes 33 
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 45 

Figure S2. The evolutionary history of Stb20-like phages was inferred using the Neighbor-Joining 46 

method. Branch lengths in the same units as those of the evolutionary distances used to infer the 47 

phylogenetic tree. 48 
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Figure S3. Comparison of the genomic structure of phiIPLA-C1C, phiIBB-SEP1 and a related phage 60 

from 7AX 61 
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 74 

Figure S4. Comparison of the genomic structure of Ab31-like phages from 2AX, 3S, 7F, 7S, 7AX, 75 

8AX, 8S, 9S, 9AX, 10F, 10AX to their closest relatives 76 
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Figure S5. Comparison of the genomic structure of phiPSA1-like contigs from 10F and 8S to its 87 

closest relatives 88 
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Figure S6. Comparison of the genomic structure of Pseudomonas infecting Mu-like phages 97 
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Figure S7. Comparison of the genomic structure of phiCTX-like contig from 3S and phiCTX. The 110 

ORF highlighted in red is the ctx toxin 111 
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Figure S8. Comparison of the genomic structure of the vB_Bcem-KS14-like contig from 2F to its 115 

closest relatives 116 
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