Table S4: Annotation of the PVL phage from S. aureus ST772 (isolate 118) @IND772PVL att sites

Sequence start | Sequence end
. (bp) (bp) o . :
att site Percent Similarity by Smith Waterman Algorithm
Number
1 attB-L 75 99 96
2 attP-L 129 153 92
3 attB-R 42728 42752 88
4 attP-R 42674 42698 100
@IND772PVL ORFs
118PVL s g p» | Predicted protein
phage Homology (% similarity) Homology to others :
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Start | End ; . . . .
ORF hi108PVL hi7247PVL hiSLT hiNM3 % Identit
(bp) | (bp) P P P P ( ° y)
















hypothetical protein,
with weak similarities

orf52 | 24010 | 24417 100 100 to gp9 from Listeria
monocytogenes
orf53 | 24418 | 25062 99.5 99.5 SR TN
major tail protein
orf54 | 25188 | 25328 100 100 hypothetical protein
orf55 | 25378 | 25728 100 100 hypothetical protein
orf56 | 25782 | 25916 97.8 100 hypothetical protein
orfs8 [ 25973 [ 30517 | 5656 98.7 347 89.8 Blisgedtaliiape
measure protein
putative phage tail
orf59 | 30514 | 31998 93.8 90.7 99.8 component in
orf60 | 32014 | 35796 | 99.6 94.9 94.1 Phage minory
structural protein
orf61 | 35789 | 35941 100 84.3 84.3 hypothetical protein
orf62 | 35987 | 36274 99 88.5 88.5 hypothetical protein
orf63 | 36330 | 36704 98.4 100 100 hypothetical protein




In the above table, the % similarities for the four named strains (labeled as a) are based on Needleman-Wunsch global alignments of
orthologs identified using bidirectional best-hit phmmer. An entry is made in the homology to others column (labeled as b) if none of the
other four named strains have an ortholog with >80% sequence identity; the number entered here is based on blastp searches against
the NR database. The annotation in the final column is based on the most informative top hit from a blastp search against the NR

database.



