
100.0 64.5 65.1 15.6 17.0 18.5 18.4 17.3 16.3 16.6 18.2 16.6 18.8 18.9 18.9 18.8 18.3 18.6 17.8 17.4 15.6 16.5 16.8

0.8

1.0

0.8
100.0 91.5 15.0 16.8 17.2 19.0 18.8 18.6 18.8 18.7 18.6 18.6 18.4 18.8 18.6 18.5 19.1 18.9 18.2 18.3 18.4 17.8

0.8

1.0

0.8

1.0

1.0

0.9
100.0 15.4 17.6 16.5 18.0 17.9 17.4 17.7 18.0 17.7 17.5 17.4 18.1 17.7 18.2 17.8 18.3 17.6 17.1 17.0 17.2

0.2

1.0

0.2

0.2

1.0

0.2

0.2

1.0

0.2
100.0 40.5 39.7 42.8 40.3 42.7 43.1 40.4 42.1 42.3 42.3 42.5 41.8 42.3 42.3 42.0 43.6 44.0 43.2 41.4

0.2

1.0

0.2

0.2

1.0

0.2

0.2

0.9

0.2

0.5

1.0

0.5
100.0 67.9 57.1 58.9 65.5 65.3 65.0 64.3 63.1 64.6 62.1 64.5 63.0 63.5 64.5 64.5 63.8 64.5 68.1

0.3

1.0

0.3

0.2

1.0

0.2

0.2

1.0

0.2

0.5

1.0

0.5

0.8

1.0

0.8
100.0 69.8 73.1 80.2 76.4 77.2 73.5 78.5 77.0 74.2 73.4 75.1 73.0 72.3 75.9 72.5 70.7 74.3

0.3

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.3

0.6

1.0

0.6

0.7

1.0

0.6

0.8

1.0

0.8
100.0 88.0 76.2 74.8 81.6 76.4 78.8 81.3 79.5 82.2 81.5 81.2 82.6 77.6 77.6 76.3 75.5

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.3

0.5

1.0

0.5

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9
100.0 77.0 79.0 81.9 80.8 79.8 81.8 80.9 83.3 79.2 77.8 81.9 75.9 74.9 73.7 76.9

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.8

1.0

0.7

0.9

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8
100.0 89.5 84.5 84.8 80.1 80.3 81.2 78.7 84.8 81.3 80.2 88.3 88.3 83.1 86.6

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.8

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.8

0.9

1.0

0.9
100.0 85.8 89.4 81.8 84.3 87.8 82.8 84.6 83.3 82.2 81.4 86.3 85.8 88.3

0.3

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.3

0.5

1.0

0.5

0.8

1.0

0.7

0.9

1.0

0.8

0.9

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 85.7 83.7 84.3 85.5 82.2 85.4 85.2 86.2 78.1 81.0 80.1 83.4

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 80.1 82.5 84.5 82.7 82.7 82.5 83.5 79.9 85.0 83.2 87.4

0.3

1.0

0.3

0.3

1.0

0.3

0.2

1.0

0.2

0.5

1.0

0.6

0.7

1.0

0.7

0.9

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

0.9

1.0

0.9

0.8

1.0

0.9
100.0 88.5 89.3 86.8 84.5 83.4 83.8 81.8 79.5 80.9 78.9

0.3

1.0

0.3

0.2

1.0

0.3

0.2

1.0

0.2

0.5

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 93.3 87.9 88.3 86.3 87.4 82.0 86.2 82.6 81.7

0.3

1.0

0.3

0.3

1.0

0.3

0.2

1.0

0.3

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

1.0

1.0

0.9
100.0 88.7 89.1 87.2 88.5 80.1 84.1 83.5 82.8

0.3

1.0

0.3

0.3

1.0

0.3

0.2

1.0

0.2

0.5

1.0

0.5

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 87.7 89.3 92.9 81.8 82.9 84.6 84.5

0.3

1.0

0.3

0.3

1.0

0.3

0.2

1.0

0.3

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 91.7 93.0 87.7 88.0 86.2 84.9

0.3

1.0

0.3

0.3

1.0

0.3

0.2

1.0

0.3

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9

0.8

1.0

0.8

0.8

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

1.0
100.0 94.1 80.9 87.9 89.5 88.8

0.2

1.0

0.2

0.3

1.0

0.3

0.3

1.0

0.3

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.9

1.0

0.9

0.8

1.0

0.8

0.9

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

1.0

1.0

1.0

1.0

1.0

1.0
100.0 80.7 85.0 87.5 86.8

0.2

1.0

0.2

0.2

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.9

0.8

1.0

0.9

0.8

1.0

0.8

0.8

1.0

0.9

0.8

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.8

0.8

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.9
100.0 84.2 84.5 81.6

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 88.4 88.1

0.2

1.0

0.2

0.3

1.0

0.3

0.2

1.0

0.2

0.6

1.0

0.6

0.7

1.0

0.7

0.8

1.0

0.8

0.8

1.0

0.8

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0 90.2

0.2

1.0

0.2

0.2

1.0

0.3

0.2

1.0

0.2

0.5

1.0

0.5

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

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.8

1.0

0.8

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9

0.9

1.0

0.9
100.0

MK937594.1_Gordonia_phg_Galadriel

MH450129.1_Gordonia_phg_Ribeye

MK967396.1_Gordonia_phg_Tangerine

MT771343.1_Gordonia_phg_Clown

MK937603.1_Gordonia_phg_Bakery

MK305889.1_Gordonia_phg_Mutzi

MH669015.1_Gordonia_phg_TillyBobJoe

MN284907.1_Gordonia_phg_Fireball

MH479910.1_Gordonia_phg_Danyall

NC_031052.1_Gordonia_phg_Twister6

MT521998.1_Gordonia_phg_Jambalaya

MT639651.1_Gordonia_phg_Portcullis

MN010760.1_Gordonia_phg_Nubi

MK814761.1_Gordonia_phg_SmokingBunny

MT310872.1_Gordonia_phg_Evamon

MW507125.1_Gordonia_phg_Phlop

MH479917.1_Gordonia_phg_KimmyK

MK864267.1_Gordonia_phg_Valary

NC_030913.1_Gordonia_phg_Wizard

MK864265.1_Gordonia_phg_Barb

MK967381.1_Gordonia_phg_RogerDodger

MK864264.1_Gordonia_phg_VanDeWege

MK864266.1_Gordonia_phg_Arri

M
K

93
75

94
.1

_G
or

do
ni

a_
ph

g_
G

al
ad

rie
l

M
H

45
01

29
.1

_G
or

do
ni

a_
ph

g_
R

ib
ey

e

M
K

96
73

96
.1

_G
or

do
ni

a_
ph

g_
Ta

ng
er

in
e

M
T

77
13

43
.1

_G
or

do
ni

a_
ph

g_
C

lo
w

n

M
K

93
76

03
.1

_G
or

do
ni

a_
ph

g_
B

ak
er

y

M
K

30
58

89
.1

_G
or

do
ni

a_
ph

g_
M

ut
zi

M
H

66
90

15
.1

_G
or

do
ni

a_
ph

g_
T

ill
yB

ob
Jo

e

M
N

28
49

07
.1

_G
or

do
ni

a_
ph

g_
F

ire
ba

ll

M
H

47
99

10
.1

_G
or

do
ni

a_
ph

g_
D

an
ya

ll

N
C

_0
31

05
2.

1_
G

or
do

ni
a_

ph
g_

Tw
is

te
r6

M
T

52
19

98
.1

_G
or

do
ni

a_
ph

g_
Ja

m
ba

la
ya

M
T

63
96

51
.1

_G
or

do
ni

a_
ph

g_
P

or
tc

ul
lis

M
N

01
07

60
.1

_G
or

do
ni

a_
ph

g_
N

ub
i

M
K

81
47

61
.1

_G
or

do
ni

a_
ph

g_
S

m
ok

in
gB

un
ny

M
T

31
08

72
.1

_G
or

do
ni

a_
ph

g_
E

va
m

on

M
W

50
71

25
.1

_G
or

do
ni

a_
ph

g_
P

hl
op

M
H

47
99

17
.1

_G
or

do
ni

a_
ph

g_
K

im
m

yK

M
K

86
42

67
.1

_G
or

do
ni

a_
ph

g_
V

al
ar

y

N
C

_0
30

91
3.

1_
G

or
do

ni
a_

ph
g_

W
iz

ar
d

M
K

86
42

65
.1

_G
or

do
ni

a_
ph

g_
B

ar
b

M
K

96
73

81
.1

_G
or

do
ni

a_
ph

g_
R

og
er

D
od

ge
r

M
K

86
42

64
.1

_G
or

do
ni

a_
ph

g_
V

an
D

eW
eg

e

M
K

86
42

66
.1

_G
or

do
ni

a_
ph

g_
A

rr
i

0

20000

40000

60000

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


