Name: 611R6_RBP Name: SCU-116_Prophage_RBP

Subtype target serogroup: @02ID Subtype target serogroup:
Genus: Lederbergvirus ! Genus: Uetakevirus *

Predicted LDDT per position

30
2
25
'— 50 20
g
T 15
Predicted LDDT per position g
100 E
. . 4 10
Predicted alignment error per position
30
s
80
20
2
.
E 0
= o 100 200 300 400 500 600
§ 1000 . Positions.
B
* 1250 10
100 Predicted LDDT per position
1500 5
20
, Y
nnnnn = 80
2
° 0 250 500 750 1000 1250 1500 1750 2000
rusiions . o
5
g
K 15
E 40
10
s
20
o
° 0 200 400 600 800 1000 1200 1400 1600
a h. c b - c
Name: 90-1_Prophage_RBP Name: G7C_RBP1
Subtype target serogroup: (08 Subtype target serogroup: €08'D
Genus: Lederbergvirus ! Genus: Gamaleyavirus %
aa 1-374
i it dicted
0o Predicted LDDT per position 5 Predicted LDDT per position
v Predicted alignment error per position g §
-\, 2 »
80 y 80
25 ~ Y \ \;4 25
)\/\‘ §)
e 20 5 60 b
5 - aa 138 2 3
3 1 . g
Thgpl0-like
Sw » domain ° »
-aa 2% s
5
20
20
o
o
0 50 00 150 200 250 300 350 Wy, \";}
N g
o B < oA - ° o 200 400 600 800 1000
0 50 100 150 200 250 300 350 - aa 37[{ Positions
Positions
monomer monomer
100 Predicted LDDT per position o Predicted LDDT per position
Predicted alignment error per position Predicted alignment error per position
= L 1 »
80 a - X A
» 58 20 o g "
0 20 & A . w0 i 20
3 " ] -
H 15 : % 3 = i &
H = H %
40 a
10 = 40 . — - 10
800 g |
s 5
. ] .
L) 1000 0
3
0 - 0
b. 0 00 200 mommﬁo 500 600 700 c. a- h. > 200 200 mmw::n 800 1000 C.

- aa 1063
Name: 590B_RBP ” Name: RHB30-Clé_Prophage_RBP

Subtype target serogroup: - T Subtype target serogroup: -

Genus: Kagunavirus Genus: Uetakevirus*

Predicted LDDT per position Predicted LDDT per position

100 100
Predicted alignment error per position Predicted alignment error per position
0 EY
80 80
2 25
i 20 & 20
8 5
3 9
3 15 3 15
g g
3 3
& -
a0 10 % 10
5 5
20 20
o 0
0
0 50 100 150 200 250 300 350 400 o 100 200 300 400 500 600
Fositions Positi
monomer monomer
o Predicted LDDT per position o0 Predicted LDDT per position
Predicted alignment error per position Predicted alignment error per position
0 + i+ .
80 80
25 W 13 25
. - 20 @ e o8 I X 20
E 3 - ; 1
T 15 b i 1 15
L g ¥
3 3 - Ly |
& & i 1
“ 10 ® ’ 10
™ S 3 |
5 5
20 20
o 0
0
b o 100 200 300 400 500 600 700 c h 0 00 200 30 400 500 600 700 c
Positions . Fositions




Name: EP75_RBP1

Subtype target serogroup: -
Genus:  Kuttervirus I

Name: HKé620_RBP

Subtype target serogroup: -
Genus: Lederbergvirus

S
<

S

0> -

Predicted LDDT per position Predicted LDDT per position

Name:

Klind1_RBP

Subtype target serogroup: -

Genus:

Kagunavirus

Predicted LDDT per position

Name:

Subtype target serogroup: -

Genus:

100
30
80 0
2
60 20 60
g 5
El ]
F i 3
i 3
a LN
“ 10
5
20 20
o
J 250 500 750 1000 1250 1500 1750 2000
0 o
o 500 1000 1500 2000 o 500 1000 1500 2000
Positions. Positi

CP8-3_Sichuan_Prophage_RBP

Uetakevirus @

100 6 Predicted LDDT per position
Predicted alignment error per position Predicted alignment error per position
EY b= £
80 80 -
25 25
60 2 o 20
e
: ]
g 15 é 15
3 3
& &
@ 10 “ 10
s s
20 20
o o
o 50 100 150 200 250 300 350 o 100 200 300 00 500 600
poiitiong Positions.
100 Predicted LDDT per position oo Predicted LDDT per position
Predicted alignment error per position
o 0
8 80
2 25
60 2 0 20
5 e
2 g
El El
b 15 3 15
§ g
H H
W o o 1000 -
1200
5 5
20 20 140 ==
0 200 400 600 800 1000 1200 1400 1600 200 400 600 800 1000 1200 1400

1000 1250 1500 1750

Positions.

Name:

Phapec7_RBP1

Subtype target serogroup: -

Genus:

aa 1-376

Gamaleyavirus

Predicted LDDT per position

')

0 200 400 600 800 1000 1200 1400 1600
Positions

Name: Ro45lw_RBP

Subtype target serogroup: <045
Genus: Kayfunavirus!

C.

100
Predicted alignment error per position
0
80
200
25
- 60 400 20
e
-aal38 g
g 15
i 2 600 Predicted LDDT per position
Tllgp10'l|ke b4 100 perp!
domain ° © eted i i
- Predicted alignment error per position
[
7 - aa 294 s »
80
20 1000
° 25
60 ad
0 5
o 200 400 600 800 1000 9
Positions r 15
o 10
Predicted LDDT per position
100
H
20
* o
80 —
0 25 500 750 1000 1250 1500 1750 2000
25
o
0 25 500 750 1000 1250 1500 1750 2000
60 20 Positions.
5
g
T 15
g
3
&
000
“ 100 -
1200
5
2 1400
o
1600 e —— e
200 400 600 800 1000 1200 1400 1600

b. °

200 400 600 800 1000 1200 1400 1600
Positions C




Name:
Subtype target serogroup:
Genus:

E2865_Prophage_RBP Name:
Subtype target serogroup:

Genus: Lederbergvirus !

RM10386_Prophage_RBP

Uetakevirus @

00 Predicted LDDT per position
Predicted alignment error per position
L = )
80
.
g
el
E 15
3 Predicted LDDT per position
E P o 100
Predicted alignment error per position
3
.
0 60
™ ) 5
e :
£
=
E 1250
.
oo Predicted LDDT per position 1500
Predicted alignment error per position 1750
0 20
g0 2000 = it =
25 0 250 500 750 1000 1250 1500 1750 2000
° 0 500 1000 1500 2000
_ 6o j2a Positions.
3
15
4 10
'
o
.
b ° o 250 500 750 1000 1250 1500 1750 2000
Positions C.
Name: CBA120_RBP3 Name: RM-055-WU_Prophage_RBP
Subtype target serogroup: 077 Subtype target serogroup: <077
Genus:  Kuttervirus Genus: Lederbergvirus
. Predicted LDDT per position
100 Predicted LDDT per position 100
.
80 80 200
- w0
<3 L » g ® * e -
Afe W, g 3 800 — :
Ny _ 2 H " B = 3 &
_4' "’p‘- "j“—*’ 10 o : = :
g _L«K‘ KD : N
2 ==\ o S
Jeet= o M : o [ -
- o 200 400 600 800 1000 1200 1400 1600

.- A sty
- b
"
v LS. N
=)

0 250 500 75 1000 1250 1500 1750
Positions

500

750 1000 1250 1500 1750
Positions.




CBA120_RBP4

PD06_RBP
078

Justusliebigvirus /I\

Name:
Subtype target serogroup:
Genus:

Name:
Subtype target serogroup:

Genus: Kuttervirus

»
00 Predicted LDDT per position k
& 3
Predicted alignment error per position
e »
80 )
il 25 g .
L e 20 (1 &
; cg o
3 15 «
= £ . |1 e Predicted LDDT per position
T4gp10-like E ™ 'k QP | 100
® 4 4 i
5 0 /7 q
domain om0 1007, \ ! Precicted aignment eror per position
s L7 - £\ \)
1200 &." 80 250
20 >
0
1400 500
e Y0 NES
=52 " A o 750
5 -
0 200 400 600 800 1000 1200 1400 0 '? ; > ) g
Positions L ’). st |
W o o 3 e
xS 7 J 3
S ;
< :
100 Predicted LDDT per position o {: c 15001 ©
Predicted alignment error per position % 1750
= i 20
30 o
. 20004
" 0 250 500 750 1000 1250 1500 1750 2000
o
[ 500 1000 1500 2000
60 20 Positions
5
]
3 15
g
2
& 1000
“ 10
1200
s
1400
20
0
1600 -
1000 1200 1400 1600
0
0 250 500 750 1000 1250 1500
a. b s c c.

Name:
Subtype target serogroup:
Genus:

Name:
Subtype target serogroup:
Genus:

Phapec7_RBP2
078

phiWAQ78-1_RBP
078
Kagunavirus

Gamaleyavirus %

Predicted LDDT per position

Name:
Subtype target serogroup:

mmmmmmm

Predicted alignment error per position
7 = :

(2 W

100
80 250
s00
- 750
=
5
] :
E 1000
£
H
i 1250
w0
100 {
1750
20
2000 §-
0
0 500 1000 1500 2000

RHB17-C10_Prophage_RBP

078

Genus: Lederbergvirus *

100

Predicted LDDT per position

Predicted LDDT

0 25 500 750

1000 1250 1500 1750 2000
Positions

Predicted alignment eror per position

25 500 750 1000 1250 1500 1750 2000

!

100

Predicted LDDT

100

Predicted LDDT

Subtype target serogroup:

Predicted LDDT per position

0 50 00 150 200 250 300 350
s

Predicted LDDT per position

U

o 250 500 750 1000 1250 1500 c
wwwwwww .

ESCO41_RBP
078

Name:

Genus:

Predicted LDDT per position

Predicted LDDT

Predicted LDDT per position

250 500 750 1000 1250 1500
Positions

1750 c_

Nouzillyvirus

Predicted alignment error per position

Predicted alignment error per position

Predicted alignment error per position

0 200 400 600 800 1000 1200 1400 1600



Name: RHB38-C21_Prophage_RBP Name: Rol103C3lw_RBP
Subtype target serogroup: 0103 Subtype target serogroup: 0103
Genus: Lederbergvirus ! Genus: Kayfunavirus !

Predicted LDDT per position Predicted LDDT per position

100
Predicted alignment error per position Predicted alignment error per position
20
80 80
25
60 2 60
§ 5
e g g
& 3 15 3
-t g £
i i
& H
0 1 w0
5
20 20
0
o
0 50 100 150 200 250 300 350 400 0 10 200 30 400 500 600 700
Positions Positions
- Predicted LDDT per position o Predicted LDDT per position
Predicted alignment error Predicted aligl rror per position
» ~
80 80
25
60 2 60
e
: :
3 5 3
3 E
H £
a 0 a0
1000 1000
5
1200 1200
20 20
0
1400 1400 —_—
1200 1400 1200 1400
0 0
a b 0 I O b 0 200 400 600 800 1000 1200 1400
. Positions Positions C

Name: TL-2011b_RBP Name: 110512_RBP
Subtype target serogroup: 0103 Subtype target serogroup: -
Genus:  Uetakevirus * Genus: Lederbergvirus !

Predicted LDDT per position

100
Predicted alignment error per position
= 0
80
25
& 20
5
9
] 15
2 Predicted LDDT per position
4 100
b 10
Predicted alignment error per position
5
80
20
o
600
60
5
o 100 200 300 400 500 600 3
Positions
3
£
" o 1250
Predicted LDDT per position
100
1500
o Predicted alignment error per position
E » 1750
80 200 ]
2 500 750 1000 1250 1500 1750
400
. 0 250 500 750 1000 1250 1500 1750 2000
60 3 o Fositions
5 600
g i
3 15
b1 800
g
&
@ 10

1000 1200 1400

0
b 0 200 400 600 800 1000 1200 1400 c
Positions,

Name: ECGD1_RBP Name: STP55_RBP4

Subtype target serogroup: - 1\ Subtype target serogroup: -

Genus:  Justusliebigvirus Genus:  Kuttervirus
aa 1-490

100 Predicted LDDT per position 100 Predicted LDDT per position
Predicted alignment error per position Predicted alignment error per position
0
80 80
25
60 2 0
5 5
] El
15 3
E g
3
i, L
. Thgp10-Llike 1000
s domain 00
20 = = 20
: = o 1400
= = -
50 100 150 200 250 300 350 400 1000 1200 1400
o
o 100 200 400 0 200 400 600 800 1000 1200 1400
Positions Positions
aa 490-101
. Predicted LDDT per position o Predicted LDDT per position
Predicted alignment error per positi Predicted alignment error per position
5 0
80 =4 80
- 25
60 it N 1 2 60
5 1 N 5
3 \ g
3 15 i
H g
£ 1000 % ) p—
1200
s 1200
20 1400 20
1400
0
400 600 800 1000 1200 1400 800 1000 1200 1400

0
b 0 200 400 600 800 1000 1200 1400 1600
Positions c-

o

200 400 600 800 1000 1200 1400 1600
Positions c, a




Name: CLB-P1_RBP
Subtype target serogroup: 0104
Genus: Kayfunavirus !

Name:
Subtype target serogroup:
Genus:

LB226692_Prophage_RBP
0104
Lederbergvirus !

Predicted LDDT per position

200 400 600 800 1000 1200

Positions c
.

Name: FHI58_Prophage

Subtype target serogroup:

Genus:

[

250 500 750 1000 1250 1500 1750 2000
Positions.

Name: P818_RBP

Subtype target serogroup: -

Genus:  Nouzillyvirus

_RBP

Lederbergvirus !

?

5 Predicted LDDT per position
Predicted alignment error per position
EY
80
25
60 2
5
=)
3 15
i
&
o 10
s
20
o
o 00 200 300 400 500 600 700
posit
100 Predicted LDDT per position
Predicted alignment error per position
0
80
25
0 20
5
]
T 15
n 10
5
20
0
200 400 600 B0O 1000 1200 1400 1600
o
b 0 250 500 75 1000 1250 1500 1750
. Positions

Name:

Subtype target serogroup: -

Genus:

0

200 400 600  B0O 1000 1200 1400 1600
Rositions c

Kagunavirus

Predicted LDDT per position
100 Predicted LDDT per position
Predicted alignment error per position
; EY
80
25
o0 20
-
2 0 100 200 300 400 500
i s Positions
b4
2
A2 10
Predicted LDDT per position
5
Predicted alignment error per position
20 $
i f
250 500 750 1000 1250 1500 1750 2000

100
N Predicted alignment error per position
30
80
200 25
& 20
5 400
E]
b 15
600 Predicted LDDT per position
’ = 100 perp!
Predicted alignment error per position
5
800
20 80
o
o 60
o 200 400 600 800 1000 5
Postt 3
3
s
2
&
100 Predicted LDDT per position 0
Predicted alignment error per position
30 20
80
25 250 500 750 1000 1250 1500 1750
0 20 0 250 500 750 1000 1250 1500 1750 2000
P e e I I O e e I I = o N I .
8
S
T 15
¥
o 10
1000 3
20
1200 o

Ro145¢c2YLVW_RBP

!




CBA120_RBP2
0157
Kuttervirus

Name:
Subtype target serogroup:
' Genus:

Name:
Subtype target serogroup:
Genus:

phiV10_RBP
0157
Uetakevirus *

100

Predicted LDDT per position

Predicted LDDT per position

o
. Predicted alignment error per position
B 30
80 80
25
‘5 60 20 E 60
E] g
E 15 ]
I :
40 10 £ o
.
’
.
R R TR TR R e w o aw
K E
100 Predicted LDDT per position 100 Predicted LDDT per position
Predicted alignment error per position Predicted alignment error per position
o IR o :
80 80
-
”
E 60 E 60
g 1000 B I
: !
S o 1250 10 E “©
'
20 1750 20
. :
o 250 500 750 1000 1250 1500 1750 2000 o
Positions c_ 0 250 500 750 1000 1250 1500 1750 2000 c
Positions. .
Name: G7C_RBP2 Name: Penshul_RBP
Subtype target serogroup:  4s Subtype target serogroup: (T4s
Genus: Gamaleyavirus % Genus: Kayfunavirus !
100 Predicted LDDT per position oo Predicted LDDT per position
. Predicted alignment error per position
Ed 30
UL 80
100 25 25
60 20 20
E 200 EED
I ” F B
i i
w 300 i 40 10
400 s 5
20 20
2 0
100 200 300 400
! o ad 20 Fositions e 400 Ll 0 o 100 200 300 400 500 600
Positions
100 Predicted LDDT per position o Predicted LDDT per position
o _ Predicted align Predicted alignment error per posi
T =
-
80 250 80 250
500 500 o
60 750 750 20
;
E 1000 3 100¢ 15
40 1250 a o 125¢ o
1500 1500 {
.
1750 1750
20 20 !
2000 24 °
° o 500 1000 1500 2000 o
. c- b. 0 500 9102::7“5 1500 2000 c
Name:  Schulenburg_RBP Name: STEC711_Prophage_RBP
Subtype target serogroup: - Subtype target serogroup:
Genus: Kagunavirus l Genus: Lederbergvirus !
o Predicted LDDT per position
Predicted alignment error per position
30
80
25
60 2
B
3
] 15 )
g 100 Predicted LDDT per position
40: 10
o Predicted alignment error per position
.
80
s B
60
5 1000
o 50 100 150 200 250 300 350 3
Positions §
:
i
40 1500
Predicted LDDT per position
Predi tedlignmetjterrorpe - 2000
o
-
° 0 500 1000 1500 2000
20 Positions.
15
"
.

°
g

500 750 1000 1250 1500 1750 2000
Positions

0 250 500

750 1000 1250 1500 1750 2000

C.




Name:

Subtype target serogroup: -
Genus:

K1H_RBP

Predicted LDDT per position

Kagunavirus I

Name: KIF_RBP

Subtype target serogroup: @KIlD
Genus: Kayfunavirus !

Predicted LDDT per position

100
Predicted alignment error per position
0
80 80
25
50 a4 50
5 5
el El
i » Z
g E
0 o w0
s
20 20
o
50 100 150 200 250 300 350 400 o 0 200 300 40 500 600
Positions Positions.
00 Predicted LDDT per position 00 Predicted LDDT per position
Predicted alignment error per position o Predicted alignment error per position
y T T
il 0 |
80 80 i
{
500 - 500 o i
{ . et
20
s 1000 e 1000 §id 1]
5 5
g El .
B 15 B b
£ 1500 £ 1500 j s
0 o 0 - -H
2000 s 2000
20 20
o
2500 = 2500 H o
2500 500 1000 1500 2000 2500
e 0
500 1000 1500 2000 2500 0 500 1000 1500 2000 2500
paiitions . Positions c.
- Name:  Phiv205-1_RBP
Subtype target serogroup: .
l Subtype target serogroup: -
o Predicted LDDT per position
Predicted LDDT per position
100
Predicted alignment error per position
Predicted alignment error per position
30
80
80
25
L o o
: L ®
H 1 g
£ E
“w 100 © i
0
120
s
20 140
0 20
00 150 200 250 300 350 400
o
20 40 60 8 100 120 190 160
Positions o 100 200 300 400
Position:
Predicted LDDT per position
100 0 Predicted LDDT per position
Predicted alignment error per position
Predicted alignment error per position
0 i 1
80 i
80
2
0 20
g 60
] 5
3 15 S
4
o 10 £
)
s
20
0 20
0
500 1000 1500 2000 2500
Posttlons 5 500 1000 1500 2000 c
..... -
Name: ZX5_RBP
Subtype target serogroup: -
.
Genus: Uetakevirus *
100 Predicted LDDT per position
Predicted alignment error per position
30
80
00 2
20
60
5 200
El
E 15
i 2
“ 10
400 5
20
o0
500
0
100 400 500
Positions.
Predicted LDDT per position
100
Predicted alignment error per position
—= ™ WE W 13
o TR Wil B -
80 2 = H1
f00 2
20
& 1000
5
|
g 15
2 1500
- 10
2000
5
20
2500 {0 00 Q
o 500 1000 1500 2000 2500
o
500 1000 1500 2000 2500

nnnnnn



Additional file 4: Figure S4: Predicted quaternary structures of the phage RBPs using AlphaFold2.
RBPs are clustered according to RBP subtype (a) Anchor domain shown in blue and RBD indicated in
red, using different shades for each of the three monomers. (b) AlphaFold2 predicted LDDT per amino
acid position; the upper graph represents the anchor domain and the lower graph the RBD when the
structure was predicted separately. (c) AlphaFold2 predicted alignment error per amino acid position;
the upper graph represents the anchor domain and the lower graph the RBD when the structure was
predicted separately. When quaternary structure predictions of domains were unsuccessful, the

tertiary structure was displayed instead.
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