retron_type_VI_hth_cluster2_1 (CDS_0030)
RWTypeJI?Type,l |_MTases_FAM_2 (CDS_0034)
endolysin (CDS_0027) tRNA-Met(CAT)
endolysin (CDS_0026) 28 29 ‘31 32 33 | T 35 363738 39 40

N
ey
I
Y

IMGVR_UViG_3300045988_086044|3300045988|Ga0495776_186777:21,887-31,764 (+)
RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0033)
32 34 3536

IMGVR_UVIG_3300045988_096154|3300045988|Ga0495776_153274: 22,019-30,569 (+)
34 35 36 3738

MGV-GENOME-0263305:22,073-31,219 (+)
RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0035)
3334 36 3738

MGV-GENOME-0258674:22,171-32,473 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0035)
3334 36 3738

MGV-GENOME-0254524:21,579-31,716 (+)
3334 35 36 3738
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cysH_IV-B_1 (CDS_0035)
3334 36 37 3839

IMGVR_UViG_3300045988_105036/3300045988|Ga0495776_185344:22,179-32,083 (+)
333435 36 37 3839

uvig_55785:21,746-31,276 (+)

28 34 35 36 3738
—— —— S EE—— S —— ——— y——— — |
IMGVR_UViG_3300029678_000287|3300029678|Ga0245195_100324|169- 39473 22,303-32,933 (+)
33 34 35 3637

IMGVR_UViG_3300045988_107248|3300045988|Ga0495776_083613:22,179-31,675 (+)

32 33 34 3536

IMGVR_UViG_3300045988_102854|3300045988|Ga0495776_172612:22,452-30,570 (+)
PDC-S05_WP_190995815.1 (CDS_0028) 34 35 36 3738

IMGVR_UVIG. 3300045988, 104997|3300045988]Ga04 95776, 125689: 22.328-32,123 (4]
33 34 35 3637

I R
uvig 369300: 22,064-31,239 (+)
28 29 34 35 3637

IMGVR_UViG_3300029436_000451|3300029436|Ga0243833_1000239|23283-60491:21,870-31,209 (+)

ABCF_OptrA-NCBIFAM ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0028)
343536 37 3839

uvig_141907:22,315-33,228 (+)
33 34 35 36 3738

IMGVR_UViG_3300045988_114712|3300045988|Ga0495776_041709: 22,343-31,698 (+)
28 34 35 36 37 3839

IS E—
| MGVR_UVlG_3300029537_OOO179|3300029537\Ga0244901_100382| 5110*44290: 22,386—32,928 ( )

25 323334 35 3637

IMGVR_UViG_3300029751_000196|3300029751|Ga0168701_100051|23031-59333:22,026-30,691 (+)
RT_III-AM_III-B_2 (CDS_0019)
20 26 27 28 29 3031

uvig_256392: 18,923-28,355 (+)
40 41 42 4344

N I
Uvig_288738:29,720-35,100 (+)
36 37 38 39 4041
O e . I I
uvig_294036: 29,037-34,453 (+)
31 32 33 34 3536

IMGVR_UViG_3300045988_113447|3300045988|Ga0495776_146282:21,982-29,654 (+)
10 11 17 18 19 2021

MGV-GENOME-0158605: 6,326-15,424 (+)
transcriptional repressor (CDS_0028) 33 34 3536 37 3839

uvig 288631:22,301-32,666 (+)
32 3334 35 3637

uvig_445985:22,343-31,257 (+)
cysH_IV-B_1 (CDS_0035)
34 36 37 38 3940

I R
uvig_252242:21,914-33,382 (+)
RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0033)
31 32 34 3536

uvig_547725:21,755-31,603 (+)
RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0035)
32 33 34 36 3738

uvig_554204:21,623-31,632 (+)
RM_Type_II_Type_l|_MTases FAM_2 (CDS_0035)
26 32 33 34 36 3738

(T I S S S EE—
uvig_558409:21,466-31,812 (+)

3334 35 36 3738

IMGVR_UViG_3300045988_106325|3300045988|Ga0495776_015207:22,086-31,241 (+)
3132 33 34 3536

MGV-GENOME-0243487:22,178-30,116 (+)
28 30 34 35 36 3738

1 I

MGV-GENOMEH 0267620 22,178-32,173 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)
4546 48 4950

IMGVR _UViG_3300045988 152888|3300045988|Ga0495776_172172:34,060-40,242 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)
32 33 34 36 3738

- A Ee—. I S ——
uvig 216985:22,183-32,222 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0036)
28 33 34 35 37 3839

IMGVR_UViG_3300029210_000254|3300029210|Ga0168823_100097(11062-48915: 21,654-32,197 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0040)
37 38 39 41 4243

uvig_124636:30,815-37,595 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0034)
35 3637

|
|
|
1

uvig_210938:21,884-31,970 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0033)
32 34 3536

IMGVR_UViG_3300045988_110719|3300045988|Ga0495776_149135: 22,016-30,689 (+)
28 34 3536 38738 39 4041

——
IMGVR_UViG_2846216157_000004|2846216157|2846216199|163470-202247:22,182-32,559 (+)

33 3435 3637 38 3940

ivig_1809:22,182-32,390 (+)
cysH_IV-B_1 (CDS_0034)
32 33 35 36 3738

MGV-GENOME-0255513:22,009-31,450 (+)
cysH_IV-B_1 (CDS_0034)
32 33 85 36 3738

MGV-GENOME-0254680:22,139-31,903 (+)
cysH_IV-B_1 (CDS_0034)
32 33 35 36 3738

uvig_151694:22,009-31,532 (+)
cysH_IV-B_1 (CDS_0035)
33 34 36 3738 39 4041

N
0

I
uvig 168224:22,079-33,179 (+)
28  amidoligase enzyme (CDS_0029) 34 35 36 3738

MGV-GENOME-0254899:22,073-31,874 (+)
33 34 3536

uvig 550612:21,805- 30068( )
14 minor head protein (CDS_0015) 20 2122 23 2425

MGV-GENOME-0207017:11,915-22,851 (+)
cysH_IV-B_1 (CDS_0026)
17 18 24 25 27 28 2930

W S — - S EE—
MGV-GENOME-0218145:16,078-25,595 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0027)
2526 28 2930

M e — - S EE—
MGV-GENOME-0283934: 16,151-25,844 (+)

18 24 25 26 2728

I S
uvig 6400: 16,350-24,489 (+)
cysH_IV-B_1 (CDS_0025)
18 23 24 26 27 2829

uvig_312254:16,349-27,063 (+)
33 34 35

uvig_455703:22,182-31,327 (+)
32 33 34 35

[ - - - e —— —
uvig_151951 :22,016-30,792 (+)

32 333435 3637 38 39

MGV-GENOME-0250604:21,837-31,354 (+)
7 89 10 11

ivig_624:3,060-9,020 (+)
26 32 3334 35 36

e e | EEE— . E——— . —
uvig_128:22,183-32,753 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0036)
3435 37 38

[ T T — B |
uvig 311234:21,788-31,976 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)
3334 36 37

I S— SU—C— by O b W g Ve B N B S g
IMGVR_UViG_2910624926_000004|2910624926|2910624970(21958-59124:21,788-31,527 (+)

33 3435 36 37
I S g GR— C— Vg (S BN gy Ve SO B BN G BN R

IMGVR_UViG_3300029509_000006|3300029509|Ga0244802_100601:22,176-31,368 (+)
3233 34 35 36

IMGVR_UViG_3300045988_085031|3300045988|Ga0495776_170158:21,788-29,957 (+)
28 VirR/VirS (VF0791) (CDS_0029) 35 36 37 38

w
o

i

IMGVR_UViG_3300029234_000226|3300029234|Ga0168698_100060|14247-53097: 23,182-33,005 (+)
PtuB1_00010 Unknown (CDS_0029)
PtuA1_00004 AAA (CDS_0028) 35 3637 38 39

e I U R - e . -_— I
IMGVR_UViG_3300029503_000201|3300029503|Ga0244781_100085|30519-69954: 23,182-33,590 (+)
35 36 37 38 3940

N
uvig_257098:22,922-33,353 (+)
36 37 38 39 40

IMGVR_UViG_3300045988_110368|3300045988|Ga0495776_071812:28,826-34,318 (+)

36 37 38 39
DYC DR -0

ivig_1631:27,588-32,964 (+)

21 RM _Type_ll_Type_|l_MTases_FAM_2 (CDS_0030)
T22 28 29 31 32
X~ _JOCHOE—D B D00

IMGVR_UViG_2910620903 000008|2910620903|2910620997|21958-56557: 20,415-28,960 (+)
29 30 35 36 3738 39 4041

uvig 384739:22,698-33,274 (+)
343536 37 38 39 4041
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IMGVR_UViG_3300045988_111524|3300045988|Ga0495776_086893:22,019-31,777 (+)
tail length tape measure protein (CDS_0013)
12 \ 16 17 18 19 2021

MGV-GENOME-0175390: 6,326-15,794 (+)
39 4041 4243 44 45

I —— —
uvig_138710:33,105-39,219 (+)

37 3839 4041 42 43

uvig 541341:27,715-33,827 (+)
32 3334 3536 37 38

Manrique_Person2_NODE_58_length_37611 _cov_51.391842:22,389-31,574 (+)
31 3233 3435 36 37

IMGVR_UViG_3300045988_111521|3300045988|Ga0495776_042464:21,374-30,333 (+)
27 2829 3031 32 33

MGV GENOME.0244245: 20.973-28.778 (+)
2829 34 3536 3738 39 40

IMGVR_UViG_3300029136_000225|3300029136|Ga0168747_100195[80007-118725:22,182-32,498 (+)
16 18 23 2425 2627 28 29

;

MGV-GENOME-0216744:12,627-24,951 (+)
24 25 26 2728 29 30

o —————— T — e — —— | |
MGV-GENOME-0220725:16,351-26,035 (+)

tail length tape measure protein (CDS_0013) minor head protein (CDS_0015) 21 22 23 2425 26 27

uvig_103721:8,188-23,335 (+)
22 2324 2526 27 2829

MGV-GENOME-0209158:12,627-23,646 (+)
19 23 24 25 2627

MGV-GENOME-0206944:12,627-23,189 (+)
6000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder)
— —_—

I
defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




