
100.0 62.5 49.1 48.7 45.9 40.8 26.3 25.3 33.7 31.8 26.6 31.9 30.2 32.3 30.4 26.6 27.8 29.1 28.4

0.7

1.0

0.7
100.0 65.5 65.2 24.9 22.1 32.2 27.4 30.0 29.2 30.3 28.8 29.8 30.1 32.2 32.6 34.9 36.5 36.4

0.6

1.0

0.6

0.7

1.0

0.7
100.0 100.0 28.3 27.3 34.1 29.6 35.6 35.5 32.6 34.0 33.2 33.5 35.9 37.3 37.8 38.1 38.8

0.6

1.0

0.6

0.7

1.0

0.7

1.0

1.0

1.0
100.0 28.2 27.0 34.0 29.4 35.3 35.2 32.4 33.8 33.0 33.3 35.6 37.3 37.7 38.0 38.8

0.6

1.0

0.6

0.3

1.0

0.3

0.4

1.0

0.4

0.4

1.0

0.4
100.0 64.8 45.4 44.0 48.7 49.6 43.2 50.6 44.4 47.7 52.2 49.1 55.3 52.7 50.5

0.5

1.0

0.5

0.3

1.0

0.3

0.4

1.0

0.4

0.4

1.0

0.4

0.7

1.0

0.7
100.0 46.8 43.9 45.4 48.8 44.6 46.2 45.0 45.9 49.5 50.9 48.6 53.9 54.4

0.4

1.0

0.3

0.5

1.0

0.4

0.5

0.9

0.5

0.5

0.9

0.5

0.5

1.0

0.5

0.5

1.0

0.5
100.0 76.8 54.4 55.9 50.6 54.8 52.7 53.2 58.3 56.2 59.7 62.3 68.5

0.3

1.0

0.3

0.4

1.0

0.4

0.4

0.9

0.4

0.4

0.9

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.8

1.0

0.8
100.0 53.2 54.4 49.4 53.8 50.0 54.1 55.8 48.8 53.4 54.9 57.4

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6
100.0 70.6 64.1 69.5 71.2 72.8 56.6 57.1 56.8 56.2 60.1

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.6

0.9

0.7

0.6

0.9

0.6

0.8

1.0

0.8
100.0 65.7 72.0 67.5 68.1 61.5 60.0 58.5 58.4 59.5

0.4

1.0

0.3

0.4

1.0

0.4

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.8

1.0

0.7

0.8

0.9

0.7
100.0 67.8 70.6 67.9 56.4 59.6 54.3 54.1 55.5

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.5

1.0

0.5

0.6

1.0

0.7

0.6

1.0

0.6

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8
100.0 76.2 76.7 60.9 57.2 60.5 54.7 57.7

0.4

1.0

0.4

0.4

1.0

0.4

0.4

1.0

0.5

0.4

1.0

0.5

0.5

1.0

0.5

0.5

1.0

0.5

0.6

0.9

0.6

0.6

0.9

0.6

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8
100.0 82.8 58.0 58.0 56.5 54.7 56.6

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.5

1.0

0.6

0.5

1.0

0.5

0.6

0.9

0.6

0.6

0.9

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.9
100.0 57.0 57.4 57.3 58.1 58.3

0.4

1.0

0.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.7

1.0

0.7

0.6

1.0

0.7

0.7

1.0

0.6

0.7

1.0

0.7

0.6

1.0

0.6

0.7

1.0

0.7

0.7

1.0

0.7

0.7

1.0

0.6
100.0 61.0 62.7 58.7 61.4

0.4

1.0

0.3

0.5

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.6

1.0

0.6

0.6

1.0

0.6

0.7

1.0

0.7

0.7

0.9

0.7

0.7

1.0

0.7

0.7

1.0

0.7

0.7

1.0

0.6

0.7

1.0

0.6

0.7

1.0

0.7
100.0 62.1 61.3 63.7

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.7

0.9

0.7

0.6

0.9

0.6

0.7

1.0

0.7

0.7

1.0

0.7

0.6

1.0

0.6

0.7

1.0

0.7

0.6

1.0

0.6

0.7

1.0

0.7

0.7

1.0

0.7

0.7

1.0

0.7
100.0 65.4 64.4

0.4

1.0

0.4

0.5

1.0

0.5

0.5

1.0

0.5

0.5

1.0

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.7

1.0

0.7

0.6

1.0

0.7

0.7

1.0

0.6

0.7

1.0

0.7

0.6

1.0

0.6

0.6

1.0

0.6

0.6

1.0

0.6

0.7

1.0

0.7

0.7

1.0

0.7

0.7

1.0

0.7

0.7

1.0

0.7
100.0 72.7

0.4

1.0

0.4

0.5

1.0

0.5

0.6

0.9

0.5

0.5

0.9

0.5

0.6

1.0

0.6

0.6

1.0

0.6

0.8

1.0

0.8

0.7

1.0

0.7

0.7

0.9

0.7

0.7

0.9

0.7

0.6

1.0

0.6

0.7

1.0

0.7

0.7

0.9

0.6

0.7

0.9

0.7

0.7

1.0

0.7

0.7

1.0

0.7

0.8

0.9

0.7

0.8

1.0

0.8
100.0

MK327140.1_Klebsiella_phage_YX3973,_complete_genome

MT682064.1_Klebsiella_virus_KpV2811,_complete_genome

JF974312.1_Vibrio_phage_pYD38−A_genomic_sequence

NC_042037.1_Aeromonas_phage_pIS4−A_genomic_sequence

MF158038.1_Shigella_phage_Sf11_SMD−2017,_complete_genome

MH023293.1_Escherichia_coli_Phage_vB_EcoS−Sa179lw,_complete_genome

AM491472.1_Salmonella_phage_E1_complete_genome

MK947460.1_Salmonella_phage_vB_SenS_SB28,_complete_genome

MH321493.1_Salmonella_phage_Skate,_complete_genome

MK112901.1_Salmonella_virus_KFS−SE2,_complete_genome

KX017520.1_Salmonella_phage_64795_sal3,_complete_genome

MH424446.1_Salmonella_virus_VSt472,_complete_genome

KY860935.1_Salmonella_phage_LPST10,_complete_genome

MN692673.1_Salmonella_phage_VB_StyS_BS5,_complete_genome

Escherichia_phage_vB_EcoS_ASO78B,_complete_genome

MK599416.1_Salmonella_phage_Akira,_complete_genome

KX523699.2_Salmonella_phage_IME207,_complete_genome

MH717097.1_Escherichia_phage_C1,_complete_genome

MK759854.1_Shigella_phage_DS8,_complete_genome

M
K

32
71

40
.1

_K
le

bs
ie

lla
_p

ha
ge

_Y
X

39
73

,_
co

m
pl

et
e_

ge
no

m
e

M
T

68
20

64
.1

_K
le

bs
ie

lla
_v

iru
s_

K
pV

28
11

,_
co

m
pl

et
e_

ge
no

m
e

JF
97

43
12

.1
_V

ib
rio

_p
ha

ge
_p

Y
D

38
−

A
_g

en
om

ic
_s

eq
ue

nc
e

N
C

_0
42

03
7.

1_
A

er
om

on
as

_p
ha

ge
_p

IS
4−

A
_g

en
om

ic
_s

eq
ue

nc
e

M
F

15
80

38
.1

_S
hi

ge
lla

_p
ha

ge
_S

f1
1_

S
M

D
−

20
17

,_
co

m
pl

et
e_

ge
no

m
e

M
H

02
32

93
.1

_E
sc

he
ric

hi
a_

co
li_

P
ha

ge
_v

B
_E

co
S

−
S

a1
79

lw
,_

co
m

pl
et

e_
ge

no
m

e

A
M

49
14

72
.1

_S
al

m
on

el
la

_p
ha

ge
_E

1_
co

m
pl

et
e_

ge
no

m
e

M
K

94
74

60
.1

_S
al

m
on

el
la

_p
ha

ge
_v

B
_S

en
S

_S
B

28
,_

co
m

pl
et

e_
ge

no
m

e

M
H

32
14

93
.1

_S
al

m
on

el
la

_p
ha

ge
_S

ka
te

,_
co

m
pl

et
e_

ge
no

m
e

M
K

11
29

01
.1

_S
al

m
on

el
la

_v
iru

s_
K

F
S

−
S

E
2,

_c
om

pl
et

e_
ge

no
m

e

K
X

01
75

20
.1

_S
al

m
on

el
la

_p
ha

ge
_6

47
95

_s
al

3,
_c

om
pl

et
e_

ge
no

m
e

M
H

42
44

46
.1

_S
al

m
on

el
la

_v
iru

s_
V

S
t4

72
,_

co
m

pl
et

e_
ge

no
m

e

K
Y

86
09

35
.1

_S
al

m
on

el
la

_p
ha

ge
_L

P
S

T
10

,_
co

m
pl

et
e_

ge
no

m
e

M
N

69
26

73
.1

_S
al

m
on

el
la

_p
ha

ge
_V

B
_S

ty
S

_B
S

5,
_c

om
pl

et
e_

ge
no

m
e

E
sc

he
ric

hi
a_

ph
ag

e_
vB

_E
co

S
_A

S
O

78
B

,_
co

m
pl

et
e_

ge
no

m
e

M
K

59
94

16
.1

_S
al

m
on

el
la

_p
ha

ge
_A

ki
ra

,_
co

m
pl

et
e_

ge
no

m
e

K
X

52
36

99
.2

_S
al

m
on

el
la

_p
ha

ge
_I

M
E

20
7,

_c
om

pl
et

e_
ge

no
m

e

M
H

71
70

97
.1

_E
sc

he
ric

hi
a_

ph
ag

e_
C

1,
_c

om
pl

et
e_

ge
no

m
e

M
K

75
98

54
.1

_S
hi

ge
lla

_p
ha

ge
_D

S
8,

_c
om

pl
et

e_
ge

no
m

e

0

20000

40000

G
enom

e_length

Intergenomic similarity

0 20 40 50 60 70 80 90 100

Aligned genome fraction

0 0.25 0.5 0.75 1

Genome length ratio

0 0.25 0.5 0.75 1


