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Supplementary Figure legends

Supplementary Figure 1. Schematic illustration of the structure and linearity of
phiAxp-3 genomic ends. (a) Restriction fragment length polymorphism analysis of
phiAxp-3 DNA. Genomic DNA from phage phiAxp-3 was digested with the enzymes
indicated (Blpl and Eagl) and run on an agarose gel (0.7%). (b) Sequence analysis of
the ends of the phiAxp-3 genome. Black arrows indicate the oligonucleotide primers
(P1 and P2) that were used, and the line with two arrowheads indicates the end
fragments produced by genome digestion with Blpl and Eagl restriction enzymes.
Genome numbering of the sequences is that of the revised sequence. The repeat
regions are shown in black at both ends of the genome. (c) Diagram showing the
arrangement of the phiAxp-3 genome as originally sequenced and the revised genome

arrangement.

Supplementary Figure 2. Multiple sequence alignment of the direct terminal repeats of
phage phiAxp-3 with JWAIpha and JWDelta. The alignment was performed using
ClustalX. Positions with a single, fully conserved base pair are indicated by an

asterisk (*).
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End sequencing of phiAxp-3 genomic DNA
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P1l: TGATCGACATGGTAATACTCC
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TATGTGTACACGGTACACCCTACACTT TATACACCCCCCCGGGGTCTCTC—-CTAGCCCAC
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GCTCTGGTGTTGGTATGCTCAACGCCATGGT TGACAAGGCTGCTCGTGAACAACGTATGC
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