transcriptional repressor (CDS_0025)
tail length tape measure protein (CDS_0019)
17 tRNA-Pro(TGG)
16] 18 20 21 22] 23 24 2627

I — | EE—— —— - -
uvig_77714:9,993-21,713 (+)

19

(NN N N
uvig 225720:8,876-20,410 (+)
22

(I " "B 1 ___N_ Bl ]
IMGVR_UViG_3300045988_103439|3300045988|Ga0495776_021788:9,993-22,294 (+)

1920
N . | S . .-
MGV-GENOME-0244408:8,892-20,919 (+)
28
20 2627]

. —— N —— N BT
uvig_51087:8,459-20,996 (+)

19 20

T — M % )
IMGVR_UViG_3300029791_000018|3300029791|Ga0243849_1001041:8,902-22,717 (+)
19 20

O ——— — ]
MGV-GENOME-0236036: 8,902-22,229 (+)

19 20
(N N N O | | | N B N B .
uvig_441801 :8,902-23,657 (+)
20
197 21 27 DNA binding protein (CDS_0028)

I ——— e | S S N W Eees B
IMGVR_UViG_3300029851_000020|3300029851|Ga0245290_100624: 8,900-23,820 (+)
19 20

I ——
OTU_3318:8,930-21,962 (+)

I
MGV-GENOME.0235465: 9,595.21,402 (+)
27
21 128

o E———— N SR N
GV-GENOME-0237812:9,127-21,774 (+)

18

kd |

I ———
MGV-GENOME-0227631:8,863-20,576 (+)
21

I ——— ——
uvig 388478:9,127-21,556 (+)
19

- S | S S S W
IMGVR_UViG_3300045988_115778|3300045988|Ga0495776_059716:9,099-22,132 (+)
18

I —— — [
MGV-GENOME-0231291:8,863-21,285 (+)
18 19

- T I L___ W 3] I 7]
IMGVR_UViG_3300045988_082255|3300045988|Ga0495776_061845:8,931-21,964 (+)
19

N I [ | S S N3 ____ & T 1 1]
IMGVR_UViG_3300045988 094364|3300045988|Ga0495776_104435:8,964-23,121 (+)

19 23
o i _ - __J | NI BN BN W . e
MGV-GENOME-0231962: 8,964-23,101 (+)
19
(NN N N A i __ 3 RJ] 31 1]
IMGVR_UVIiG_3300045988_133388|3300045988|Ga0495776_101451:8,903-22,433 (+)
18 19

N . (. 8 B _§RJ| 381 ]]
uvig_366384:8,863-22,270 (+)

19 20 21
(N N N N N A— - 1 B x| 1]
IMGVR_UViG_3300029830_000327|3300029830]Ga0245137_100102|3-34311: 8,896-23.684 (+)

1920

I — i — | -
IMGVR_UViG_3300045988_102144|3300045988|Ga0495776_104817:8,964-23257 (+)
19

N . | D N NN . N ..
IMGVR_UVIG_3300045988_145980|3300045988|Ga0495776_038889: 8,964-22,132 (+)
19 20

. S — W | S S S .
IMGVR_UViG_3300045988_100559|3300045988|Ga0495776_104446:8,877-22,678 (+)

192021

I D A A » "B B i 1]

IMGVR_UViG_3300029576_000189|3300029576|Ga0245100_100152(1-34216:8,964-23,591 (+)
19 20

N D ] WS D N W ..
IMGVR_UVIG_3300045988_097137|3300045988|Ga0495776_104679:8,963-23,205 (+)
19 20 21

(N N [ | N A - w8 _ B i 1l 1]
IMGVR_UViG_3300029015_000144|3300029015/Ga0169650_100119|3-34994: 8,902-23,355 (+)
20
19121

S — — —— | S .
IMGVR_UViG_3300039356_000263|3300039356|Ga0169776_00026|105583-139591:8,901-22,836 (+)

1920
I D N N ——— I N N .
MGV-GENOME-0239269:8,859-22,287 (+)

19

I ——— ] —
MGV-GENOME-0262831:8,928-22,028 (+)
18 endolysin (CDS_0019)

o o _— WK __ N Wl T 1]
IMGVR_UViG_7000000333_000059|7000000333|SRS050925_LANL _scaffold_41080:8,902-21,571 (+)

19 20
(N N [ S - (8 N &' B 1]}
MGV-GENOME-0235784:8,902-22,840 (+)
19 20
(NN O (N O |1 I ___ 8 & ! 3] 1]
IMGVR_UViG_3300045988_104352|3300045988|Ga0495776_059780: 8,964-24,257 (+)
19 20

. E———— | S S N .
uvig_258510:8,871-22,338 (+)

1920

(N N N N A A 1 I N (L 1]
IMGVR_UViG_3300006476_000027|3300006476|Ga0100233_100558: 8,964-23,040 (+)
18 endolysin (CDS_0019)

I ———— | —
MGV-GENOME-0228432:8,902-21,828 (+)
20
19T 21 Abili-1 Abili (CDS_0022)

. ——— E— I S S SN
IMGVR_UViG_3300045988 _145299|3300045988|Ga0495776_062931:9,049-24,568 (+)

PDC-S01_WP_015504585.1 (CDS_0021)
1920 22

. ——— — N B | S S B
uvig_527858:8,859-24,775 (+)

DNA primase (CDS_0023)
19 20 21 22 24 25 26

I — S E— | . S W
uvig_161538:8,868-30,248 (+)

19 20 21 28
L e e —————] B g 1 2l | |
MGV-GENOME-0219794:8,903-21,144 (+)

19

T I O — E—
MGV-GENOME-0211595:8,997-19,105 (+)
18

N —— —— .
GV-GENOME-0217027:8,902-18,980 (+)

20
19] SoFic_SoFic (CDS_0021)

kd |

] ———— N
GV-GENOME-0214163:8,964-20,132 (+)
19 SoFic__SoFic (CDS_0020)

kd |

I I T BN W N .
GV-GENOME-4403223:8,964-19,996 (+)
endolysin (CDS_0023)
20 22
19 T21] | 24

<1

!%

GV-GENOME-0234912: 8,903-22,087 (+)
20 22
19 [217 endolysin (CDS_0023)

Ed |

!

GV-GENOME-0230326:8,902-21,327 ()
20 22
19 247 endolysin (CDS_0023)

<1

TU_3507:8,872-20,927 (+)

o

HEC-06_WP_081759119.1 (CDS_0031)
REase_|_00011 Type (CDS_0028)
endolysin (CDS_0024) MTase_|_00008 Type (CDS_0029)
holin (CDS_0022) LPS (VFO561) (CDS_0027)  PDC-501 WP_015504585.1 (CDS_0032)
2021[23 | 25 26 Specificity_|_00025 Type (CDS_0030) 33

;%

Ly - I _—
Ma_2019_SRR341609_NODE_67_length_47725_cov_3.692889:9,015-35,969 (+)
endolysin (CDS_0023)
20 22
19 T21T 24 25

. - - N BN | n
IMGVR_UViG_3300029058 000414|3300029058|Ga0169611_100248|29567-67147:8,964-26,956 (+)
nucleotide-sugar epimerase (CDS_0025)
endolysin (CDS_0023)
holin (CDS_0021) LPS (VF0561) (CDS_0026)
1920[22 | 24 | T 27

.. - - I | S N G D BN . N e
uvig_499420:8,903-28,774 (+)
endolysin (CDS_0023)
20 22 25
19 J21] 24 |26

I N [ S S D B | S D BN W ..
MGV-GENOME-0253439:8,902-25,692 (+)
endolysin (CDS_0022)
20 tRNA methyltransferase (CDS_0024)
19 [21 | PifA(CDS.0023)| 25

S Y D BN B | D DN BN . ..
IMGVR_UViG_3300029542_000218|3300029542|Ga0244933_100052|12371-51909:8,871-27,779 (+)
VP1839_VP1839 (CDS_0022)
holin (CDS/0021)

013

I R R A B B | D . LL Al 1]
IMGVR_UViG_3300007793_000034|3300007793|Ga0105888_100936:8,902-23,641 (+)
VP1839_VP1839 (CDS_0022)
holin (CDS/0021)
19 ‘
1820 23

endolysin (CDS_0023)

I ———— N S | S S W
IMGVR_UViG_3300045988_072738|3300045988|Ga0495776_063837:8,894-22,892 (+)
VP1839_VP1§9 (CDS_0022)
holin (CDS_0021)

2
1819 23
I I [ N N N B | D D B . -
IMGVR_UViG_3300045988_090563|3300045988|Ga0495776_003243:8,902-23,590 (+)

VP1839_VP1839 (CDS_0021)
holin (CDS_0020)

1
18T

endolysin (CDS_0022)

I P R R N BN | D DN BN W ..
IMGVR_UViG_3300008077_000043|3300008077|Ga0105964_1000850: 8,902-23,101 (+)
VP1839_VP1839 (CDS_0022)
holin (CDS0021)
19
18 20

endolysin (CDS_0023)
oy - [ —— Lt 1l 1 = 8 "B B! Jl ]]
MGV-GENOME-0235754:8,903-23,296 (+)
VP1839_VP1§39 (CDS_0021)

holin (CDS_0020)

1
18]

endolysin (CDS_0022)

I N N N BN | D S B . ..
MGV-GENOME-0234454:8,902-23,039 (+)
VP1839_VP1839 (CDS_0022)
holin (CDS 0021)
2 15 16 192q | endolysin (CDS_0023)

[N

I N S N B | D DR BN . ...
MGV-GENOME-0237020:8,436-23,098 (+)
Fur (VF0113) (CDS_0023)
endonuclease (CDS_0020)
21
19 122 ‘ 24 25 26 27 28

(NN T N N
uvig 92086:8,964-30,810 (+)
17 18 19

T ——— —— ] S S —
IMGVR_UViG_3300045988_136858|3300045988|Ga0495776_100495:8,436-22,096 (+)
17 18 19

I ——— —
MGV-GENOME-0228849: 8,458-20,800 (+)

18 19 20
(N [ — I ] IS B BN . ..
IMGVR_UViG_3300045988_126348|3300045988|Ga0495776_060125:8,781-22,278 (+)
17 18 19 20
(N 5 A N — | IS B B . ..
IMGVR_UViG_3300029709_000029|3300029709|Ga0245177_101070:8,398-21,672 (+)

18 19 20

T S ———— —— ] S N
IMGVR_UViG_3300045988_123925|3300045988|Ga0495776_103935:8,436-21,276 (+)
18 19 20

(N O N [ i 8 N _RJ NI ]]
IMGVR_UViG_3300013946_000165|3300013946|Ga0117818_1000043|28210-62188: 8,436-21,692 (+)
18 19 20

(NN N N 1 A N A
MGV-GENOME-0237949:8,437-22,707 (+)
17 18 19

-y , 8 B B 1 8] 1]
uvig 397998:8,436-21,737 (+)

. I | DI D BN B . .
IMGVR_UViG_3300045988_104916|3300045988|Ga0495776_060729:8,403-21,316 (+)
17 18 19

-y " "“"["— H~i
MGV-GENOME-0227763:8,436-20,595 (+)
17 18 19 20

I B [ . | I BN N A .
IMGVR _UViG_3300045988_122974|3300045988|Ga0495776_104792:8,436-21,577 (+)
endolysin (CDS_0021)
" integrase (CDS_0023)
18 1920 | 22 integrase (CDS_0024)

I ——  — —— | . S
MGV-GENOME-0257689:8,626-25,322 (+)

holin (CDS_0022)
20 ] endolysin (CDS_0024)
17 18192123 |
/N B [ N N N | SN DR BN N N N
MGV-GENOME-0237930: 8,458-22,599 (+)
ParB-like partition protein (CDS_0021)
20 [ 22 23 28 PDC-S47_WP_148603747.1 (CDS_0030)

O — = 1@ —§ —_§ 3T & [}
uvig_31814:9,090-24,242 (+)

(I BN O
uvig_33559:8,020-17,336 (+)
1819 20 24

I B -
MGVR_UViG_3300013958_000314|3300013958|Ga0117815_1000204|35668-69050: 8,868-21,799 (+)
18 19

DS-4_DS-4D (CDS_0022)
23
20 T24

S I N B BN S -
IMGVR_UViG_3300045988_098107|3300045988|Ga0495776_104594: 9,642-20,689 (+)
tail length tape measure protein (CDS_0018)
minor head protein (CDS_0011)
16 17 | 21

. — — ¥ T T
uvig 140488:7,768-20,381 (+)

19
(N N N S N A 1
MGV-GENOME-0230243:8,902-17,442 (+)

19
I ——— — | E—
IMGVR_UViG_3300045988_143182|3300045988|Ga0495776_061920:8,903-17,232 (+)

19

bh e PE PO
MGV-GENOME-0233404: 8,964-18,203 (+)

|~
o
|M

2

.. |-
uvig_188282:9,342-19,645 (+)
19 20

- — I — —
MGVR_UViG_3300045988_075499|3300045988|Ga0495776_146740:8,907-16,948 (+)

19 20 21 22

GV-GENOME-0243347:8,869-18,947 ()
1920 21

kd |

MGVR_UViG_3300008620_000010|3300008620|Ga0111272_100509: 8,869-18,098 (+)
19

- — -
GV-GENOME-0275887:8,903-16,333 (+)

kd |

:jc

L 12} L 1 e -
uvig_171841:8,870-20,011 (+)

retron_type_VI_hth_cluster2_1 (CDS_0021)

19 T22 23
L L L T ———r——— 1 R e —
MGV-GENOME-0230183:8,911-20,537 (+)

18 19 20

N T e 1) ——
IMGVR_UViG_3300045988_144768|3300045988|Ga0495776_182084:8,903-17,955 (+)
PDC-S35_WP_069988849.1 (CDS_0021)
23
19 227124

. ——— 1§ N JIT |
IMGVR_UViG_3300045988 064994|3300045988|Ga0495776_079540:8,903-19,963 (+)

20 23 24
o o Jm_ 1 B _&Bu! ]
MGV-GENOME-0237383:9,247-21,316 (+)

19

I — . — | S S .
IMGVR_UViG_3300045988_100748|3300045988|Ga0495776_063897:8,902-20,632 (+)

20 21
O N I 1 NS N .-
MGV-GENOME-0248330: 9,247-22,998 (+)

20 21
(N N N O | I (I L
uvig 334376:8,786-23,200 (+)

20
19 T 21

) ——— ——— e E— -
GV-GENOME-0234557:8,901-21,458 (+)

19 20 25

kd |

I E— — —— | S N N . N
IMGVR_UViG_3300045988_113127|3300045988|Ga0495776_104269:8,901-20,924 (+)
19 20

.!

L | - ol
GV-GENOME-0231859:8,901-20,924 (+)
endolysin (CDS_0023)

holin (CDS_0021)

192022 | 24 25  LPS(VF0561) (CDS_0026)

<1

S — —— g ——————— 1 | — ¥ ———
uvig_31423:8,902-26,968 (+)

holin (CDS_0022)
2021]23 24

I S B I T | D ) B ..
IMGVR_UViG_3300045988 099737|3300045988|Ga0495776_172491:9,098-23,626 (+)
endolysin (CDS_0026)
23 25 LPS (VF0561) (CDS_0029)
22 T24] 27 28 30

i

|
5>
;
i

ivig_702:9,994-25,103 (+)
endolysin (CDS_0023)

20 22
19 217 24 25
L4 0 S, /1 i SO S

MG RﬁUViGjSOOO234877000215|3300023487\I(3302570427100132| 2018-40923:8,870-22,167 (+)
holin (CDS_0022)
24
202123

i%

MGVR_UViG_3300045988_106155|3300045988|Ga0495776_167965:9,126-18,617 (+)
VP1839_VP1839 (CDS_0023)
endolysin (CDS_0025)
holin (CDS0022]
o |24 |
1920 | | 24 26 27

!
|

.. —_— - I - —— [ -
IMGVR_UViG_3300029519_000285|3300029519|Ga0244840_100051|33496-73114:8,883-26,318 (+)
Menshen__NsnA (CDS_0026)
endolysin (CDS_0024)
holin (CDS_0022)
202123 ‘ 25 DrmMI1_00005 DrmMII (CDS_0027)

:
|
;
4‘

T — —— — 3 —§
uvig_40063:9,231-25,289 (+)
holin (CDS_0022)
23 DrmMII_00005 DrmMII (CDS_0025)

2021| [24

MGVR_UViG_3300045988_110210|3300045988]|Ga0495776_182923: 9,29?23,185 (+)
endolysin (CDS_0023)
holin (CDS_0021)
1920]22 | 24 25 LPS(VF0561)(CDS_0026)

!H

!H

L 10 | Ll
uvig_55006:8,902-26,224 (+)
RM_Type_ll_Type_ll_MTases_FAM_4 (CDS_0024)
endolysin (CD?_'&)ZS)
holin (CDS_0021)

1920[22 | 25 3031
(NN N S I S N I SN B B
IMGVR_UViG_3300045988_112857|3300045988|Ga0495776_127345:8,930-24,588 (+)

tail fiber protein (CDS_0026)

27
19 20 2122 23 24 25 To2s 29

- — - [ ] -— - N — 1 "
IMGVR_UViG_3300045988_161538|3300045988|Ga0495776_097935:8,869-31,908 (+)

tail fiber protein (CDS_0026)

27
19 20 2122 23 24 25 Taos 29

- — - — — C_] - 1 I EE—— . W -
IMGVR_UViG_3300045988_156989|3300045988|Ga0495776_097779:8,869-31,820 (+)

transcriptional regulator (CDS_0025)
PD-T4-9_PD-T4-9_C (CD5_0021)
24
19 2223] | Retron_VI_HTH (CDS_0026)

e ——— 8§ ¥ L1 ]
IMGVR_UViG_3300045988_107722|3300045988|Ga0495776_038753:8,892-19,968 (+)

transcriptional regulator (CDS_0025)
Retron_VI_HTH (CDS_0026)

24
PD-T4-9_PD-T4-9_C (CDS_0021)2223] 32 33 34

H I I B B R B B B N D S S
IMGVR_UViG_3300045988_095053|3300045988|Ga0495776_061423:9,266-24,087 (+)
retron_type_VI_hth_cluster2_1 (CDS_0021)
PD-T4-9_PD-T4-9_C (CDS_0024)
19 2223 2526

L L ———————] 0 D —
IMGVR_UViG_3300029877_000008|3300029877|Ga0245326_100422: 9,343-25,075 (+)
endolysin (CDS_0024)

holin (CDS_0021)
1920] 2223 25

. . B | S B I -
IMGVR_UViG_3300045988_088863|3300045988|Ga0495776_044344:8,877-24,175 (+)
retron_type_VI_hth_cluster2_1 (CDS_0029)
PD-T4-9__PD-T4-9_C (CDS_0021) 2223 130

(I |
OTU_3358:9,291-21,870 (+)
19 20 21

O N R A . 0 | e DD . -
IMGVR_UViG_3300029120_000034|3300029120|Ga0168814_100522:8,910-21,681 (+)
endolysin (CDS_0024)
holin (CDS_0022) LPS (VF0561) (CDS_0027)
2021]23 | 25 26 | 28293031 37 39

O —— T — g ——— —— — — a1 — 1 —]
uvig_322688:9,015-28,678 (+)
19

L 1 ol a1 |
GV-GENOME-0208948: 8,902-19.982 (+)
RM_Type_ll_Type_ll_MTases_FAM_4 (CDS_0025)
endolysin (CDS.0024)
holin (CDS_0022)
20
19 21123

kd |

29
26 27 28[3031

N —
uvig 411946:8,886-26,434 (+)

1819 20
I [ S S
uvig 499800: 8,930-17,153 (+)
19

18] 20
N I [ S S
MGV-GENOME-0213239: 8,930-16,786 (+)

19 20 25

L L N e e e e ————
uvig_128325:9,088-22,307 (+)
endolysin (CDS_0022)
holin (CDS_0021)

LPS (VF0561) (CDS_0025)

19 27
18 20 23 24 26]
N | S E——— DU - —

(NN N — |
uvig.266112: 8,902-27,419 (+)
holin (CDS_0021)
19
18 20| 22

I S N A S I DN S
IMGVR_UViG_3300045988_072816|3300045988|Ga0495776_144247:8,902-21,822 (+)
holin (CDS_0022)
2021] 23

L I | B NN .-
IMGVR_UViG_3300045988_087794|3300045988|Ga0495776_021503:9,096-22,670 (+)
retron_type_VI_hth_cluster2_1 (CDS_0024)
29
21 22 25 26 28] 30

N — - E— 1]
uvig_327598:9,869-24,796 (+)

retron_type_VI_hth_cluster2_1 (CDS_0023)
T24 25

N —— — o — ' §F ]
uvig_290581:9,869-25,069 (+)

retron_type_VI_hth_cluster2_1 (CDS_0021)
19 T22 23

I B A B 0 S BN B D N .

IMGVR _UViG_3300045988_145914|3300045988|Ga0495776_060905: 9,278-22,915 (+)
endolysin (CDS_0024)
holin (CDS_0023)

21
T22 2526

I — T e N E—
SAMN 11893797 _al ct488:9,513-23,728 (+)

endolysin (CDS_0031)
holin (CDS_0032)

34
JEX 3029

,

| 1 N .
hkoporov_2019_SRR9161612_NODE_12_length_38946_cov_18.517652:18,373-32,588 (-)

20

wn

— ] S E——
MGVR_UViG_3300045988_078006|3300045988|Ga0495776_021069: 9,518-22,314 (+)

endolysin (CDS_0023)
holin (CDS_0022)

20 LPS (VFO561) (CDS_0026)
T21 24 25 27 28

|
—3
i

] - I | D . e L& &8 & 8 |/
uvig_509009: 9,546-27,920 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0038)
Cyclase_00011 oligonucleotide-cyclase (CDS_0033)
endolysin (CDS_0024) RM__Type_l_REases_FAM_0.einsi_trimmed (CDS_0035) ParB-like partition protein (CDS_0046)
holin (CDSi%ZB) Effector 00034 2TM (CDS_0034) partition protein (CDS_0042)
21 ‘ LPS (VF0561) (CDS_0027) 30 32 ‘ T | MTase_1L00005 Type (CDS_0037) T 44
TZQ 25 26 Specifici 43 45 integrase (CDS_0047)

28 29131 ity_|_00134 Type (CDS_0036) 39 40 41

L L -
uvig 484474:9,546-46,809 (+)
ParB-like partition protein (CDS_0034)
holin (CDS_0023) partition protein (CDS_0030)
21 32
T22 24 25 26 27 2829 | 31 33 35

V-GENOME-0331871: 9,546-34,772 (+)
endolysin (CDS_0023)
holin (CDS_0022)

zn

4‘
4‘

20 25 27 33
Tea 24 J26] 28 29 30313234 35

- |- I N E— - -
IMGVR_UViG_3300045988_136039|3300045988|Ga0495776_100052: 9,546-30,536 (+)
18 1920 21 2526

-me ol
uvig_325652:8,883-20,805 (+)
PDC-535_WP_069988849.1 (CDS_0025)
transcriptional regulator (CDS_0026)

24

N E———— S S N S I e N E—
IMGVR_UViG_3300045988_113644|3300045988|Ga0495776_064357:10,389-25,291 (+)

20
19 T21 25 26

MGV-GENOME-0233957:9,313-21,612 (+)

} 10000 nt |

DNA, RNA and nucleotide metabolism connector head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
— I L] |
unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA pseudogene
I




