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Figure S1. Genome sequence alignment of similar Bruynoghevirus phages, Related to
Figure 2. The genomes of phages PSA31, PSA37, and PSA40 were aligned to one another
using Mauve. Grey arrows indicate coding sequences, and pink arrowheads show the location
of tRNA genes. Vertical black lines show differences in nucleotide sequence between phage
genomes, and horizontal black lines show differences due to nucleotide insertions or deletions.
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Figure S2. Lipid A profiles of phage-resistant mutants, Related to Figure 4. MALDI
spectra were collected from pairs of wildtype and phage-resistant mutant isolates. Spectral
profiles are shown, and lipid species corresponding the most prominent m/z peaks are shown.


