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Figure 1. Extended phylogeny of Phage Al to streptococcal phages based on whole genomes. The
branch lengths are scaled in terms of the GBDP distance formula DO0. Branch support was inferred
from 100 pseudo-bootstrap replicates each.
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Figure 2. Growth curves of WT ATCC 12202 (left), WT SF370 (right)
compared to three Phage Al lysogens each. Mean values + SD from one out of
two independent experiments in triplicates are shown.

A B
EOP Acquired spacer hits in SF370
108 * *
107 5 :
£ 10° o oo =0 D D BT =)= =) O =D EED ED-B ED == =D ) ) ) D - -+ - - -
S 108 L » ROD BiR @ R R [
& 1°: Acquired spacer hits in SF3704AhasA
- 10 * * * * * * *
102 ' s ' '
101 oo i =0 DD B =)=l =)= T) 2D D ED> 3 B ) ~# =) ~0) ) ) ) ) O =D - - -
100 [ ] » iR BRI B R0 VD
Q,;P &
)

Figure 3. (A) Phage Al plaquing on SF370 in the absence and presence of hyaluronidase in growth
medium. Mean values + SD from three independent experiments are shown. (B) Alignment of
acquired spacer sequences in WT SF370 (top) or SE370AhasA (bottom) phage survivors to the Phage
A1 genome highlighted in red on the dark yellow bar, marked by asterisks.



