p933W
Stx1

v Sl Group 11

Group 1

1j928

L965
EI\BC()ASZ

KST
i bIL286
5335

3 1L309

Wiy, | Group 3

Group 6

Group 4

Group 9

m Group 7
>
TARRORT
RB49
69
o5 e Group 14
Achl
KVP40
RM378
SIO!
NIs
PY54
VHMI
— ]
[ 3%
PVL
— hil3
5 phiPV83
o
L m phiN31s | Group 2
oo hill
r“‘“":&“m
o0 phil2
%:ph.su
PSE-T
K620
— — = e Group 12

Mu
—— BecpNazgul
L_—oin
=
T bids

SPBeta
phBC6AS1
phikZ
Xpl0
SPPI

c Bamyard
I_: PG1

100 Rosebush
xb1

Group 13

Group 5

Group 16

Group 8

o Group 15

= ShiK\

I BIL3T0

4|£ bIL312
2 bIL

Group 10
elix0 1
M 100
o — B Group 17
2
HPT
_WHE”P:
| i
e
; Group 18

[ HK022
& ——HK97

Figure S1. Bacteriophages phylogeny obtained using Bayesian inference. Phages
names are colored according to ICTV classification: family Siphoviridae is in magenta,
Podoviridae is in orange, Myoviridae is in green, Fuselloviridae is in yellow, and
Tectiviridae 1s in blue. The single member of Corticoviridae family (phage PM2) is in
gray. Support values are posterior probabilities generated by MrBayes.
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