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Figure S1. Core genome analysis of the sequenced members of the 949 (A) and P087 (B) phage

groups using the PGAP pipeline where the number of genes is plotted as a function of the

number of genomes (7 P087 phage genomes and 13 949 phage genomes) sequentially added.

The number of core genes for the phage groups were determined as 94 and 74 for the 949 and

P087 phage groups, respectively. The depicted curves represent the lines of best fit with R?
values of 0.986 and 0.998 for the 949 and P087 phages, respectively. No.: Number.
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Figure S2. Pan-genome analysis of the sequenced members of the 949 (A) and P087 (B) phage
groups using the PGAP pipeline. The pan-genomes of both phage groups appear closed having
exponential values (x") of <0.5.
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