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53.1 48.2 48.3 48.3 49.2 49.8 50.1 514 54.1 52.7
51.1 515 515 515 51.3 51.7 50.2 56.0 51.4 56.1
49.1 52.6 52.6 52.7 54.6 54.9 54.2 54.0 48.8 54.0
57.7 57.7 57.7 57.7 59.6 60.0 57.1 58.9 48.7 55.8
50.5 53.6 53.6 53.6 53.8 54.5 53.8 56.0 49.9 54.6
60.1 57.9 58.0 58.0 58.6 59.2 66.4 67.9 48.3 50.8
60.5 60.2 60.3 60.3 60.5 61.1 60.0 67.0 48.7 50.7
62.7 62.4 624 624 645 65.0 624 63.0 52.4 58.8
65.9 63.5 63.5 63.5 65.4 65.8 62.8.51.8 52.7
49.6 52,5 52,5 52,5 53.1 53.3 51.3 52,5 524 52.4
56.5 55.8 55.8 55.8 55.8 56.0 51.1 58.2 54.7 53.6
62.4 56.5 56.5 56.5 59.2 59.7 52.2 57.7 59.5 58.2
62.0 60.6 60.6 60.6 63.8 64.4 56.5 56.4 57.4 58.8
55,5 56.4 57.9 54.9 52.9 56.7
61.7 58.2
3 62.8 59.6
0.8
0.8 |
10 : 62.8 59.6
0.8 1.0
0.8 1.0 |
10 10 : 62.8 59.6
0.8 1.0 1.0
0.8 0.9 0.9 .
1.0 1.0 1.0 | 61.0 60-4
0.8 0.9 0.9 0.9
0.8 0.9 0.9 0.9 N
10 10 10 10 X 61.4 61.4
0.9 0.9 0.9 0.9 0.9
0.8 0.8 0.8 0.8 0.8
10 10 10 10 10 52.7 58.2
0.8 0.8 0.8 0.8 0.8 0.8
0.8 0.8 0.8 0.8 0.8 0.8
10 10 10 10 10 10 56.4
0.8 0.8 0.8 0.8 0.8 0.8 0.8
0.7 0.7 0.7 0.7 0.7 0.7 0.6
1.0 1.0 1.0 1.0 1.0 1.0 1.0
0.7 0.7 0.7 0.7 0.7 0.7 0.6
0.7 0.7 0.7 0.7 0.7 0.7 0.7
1.0 1.0 1.0 1.0 1.0 1.0 1.0
0.7 0.7 0.7 0.7 0.7 0.7 0.6 0.6 0.6
0.6 0.7 0.7 0.7 0.7 0.7 0.7 0.6 0.7 0.7
1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0
0.7 0.7 0.7 0.7 0.7 0.7 0.7 0.6 0.7 0.7
0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1
0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0 0.0
0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.0 0.1
1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0 1.0
0.1 0.1 0.1 0.1 0.1 0.1 0.0 0.1 0.0 0.1
0.2 0.1 0.2 0.2 0.1 0.1 0.2 0.2 0.1 0.1
0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1 0.1
N O IO N 00 OO 1 N O W
M A4 A © 0O oA 0O M «d O
< O N O © 9O N N O 2
| N Jd 9 oJd N W d4 m 2
WK e s IO
S & [ L= 9 s I
— N N wn o — o — | =} q)
S d d £ < E T
~ > o o > S o
= — — = ] < ©
» 4 4 S o o 8 < c
S 0 0 = | | 0 | &
0] w o o < S m ]
5 = = < D D I 5 =
a > > O ®© @© M o | &
[®) | |l & &£ € > 9 o o
v O o Q'I Q-l ' O o «®
D D O o o <) c Q9
c © o o 2 £ O
5 5 5 5 £ % 9
S 9 S & O =
— — o O LJ 23 Q
g8 295 B
Qo Q O O = ©
© ®© c c 9 Qo
o 9o S5 o 8 o
o) +—
e 8 < < © 0
() () = c
£ c @ 'S
o O = <C
< < <(EJ

0.2

28.0

30.4

27.7

36.7

52.3

58.3

62.4

62.5

63.5

62.0

59.3

59.7

59.4

55.2

55.6

52.6

55.1

55.2

57.7

56.9

59.1

59.1

59.1

61.4

62.4

57.8

54.1

62.7

64.1

_phage_Brutus

Acinetobacter

0.75

0.8

1.0

15

2.6

1.6

2.4

2.6

2.4

2.1

2.0

1.8

2.3

2.4

3.4

1.7

2.2

25

2.0

1.9

2.3

2.6

1.9

2.6

2.6

2.6

2.2

2.1

1.9

2.6

3.1

3.2

3.3

Myoviridae _sp_isolate 345

0.6

1.4

2.2

2.3

3.9

3.7

35

4.9

3.2

3.1

3.2

4.8

5.0

3.3

4.8

35

4.8

2.9

3.0

2.6

3.4

3.4

3.4

3.4

35

3.3

3.2

4.8

2.9

3.3

3.8

e
o

2
i

Myoviridae _sp_isolate 289

0.3

3.9

6.4

6.6

9.9

6.6

6.6

6.2

7.2

6.7

6.6

6.7

6.8

6.9

7.6

7.2

8.2

6.6

6.6

7.2

8.1

6.4

7.0

7.0

6.7

6.7

7.2

7.5

5.9

6.5

6.8

Myoviridae_sp_isolate ctqrhl14

ua| aWouads)

F(’Ieb5|ella _phage ST15-VIM1phi2_1
Klebsiella_phage ST899-0OXA48phil7_1
Acinetobacter_phage PBABO08
Acinetobacter_phage phiAC-1
HumMal_Ma_F259 Contig_623
Myoviridae _sp_isolate ct6H824
Acinetobacter_phage vB_AbM_WUPSU
Acinetobacter_phage_Scipio
Acinetobacter_phage SHI
Obolenskvirus WCHABP12
Acinetobacter_phage Abp9
Obolenskvirus WCHABP1
Acinetobacter_phage BUCT629
Acinetobacter_phage vB_AbaM_IME512
Acinetobacter_phage_Arbor
Obolenskvirus_AbP2
Obolenskvirus_AP22
Acinetobacter_phage_ Cato
Obolenskvirus_AB1
Acinetobacter_phage BUCT628
Acinetobacter_phage vB_AbaM_IME284
Obolenskvirus_AB2
Acinetobacter_phage YMC11/12/R2315
Acinetobacter_phage YMC11/12/R1215
Obolenskvirus_AbC62
Acinetobacter_phage Bphi—-R1888
Acinetobacter_phage Bphi—-R2919
Acinetobacter_phage vB_AbaM_IME285
Obolenskvirus_LZ35
Acinetobacter_phage vB_AbaM_BP10
Acinetobacter_phage Abp95
Acinetobacter_phage_Brutus
Myoviridae_sp_isolate 345
Myoviridae_sp_isolate 289
Myoviridae_sp_isolate ctqrh14



