capP (CDS_0020)

minor head protein (CDS_0014) integrase (CDS_0018) 24
1011 12 13 15 16 17 19 21 2223]25 26
[ | | I R I L& 8 | ;o | | ;B "]
uvig 57463:6,774-20,452 (+)
15 16 integrase (CDS_0017)

g

MGV-GENOME.0202461: 6.774-17,912 (+)
15 integrase (CDS_0016)

I R
MGV-GENOME-0195069: 6,785-16,604 (+)
15 16 integrase (CDS_0017)

S
MGV-GENOME-0202767:6,774-17,853 (+)
15 integrase (CDS_0016)

N ey B E—
MGV-GENOME-0194950: 6,774-16,465 (+)

15 16 integrase (CDS_0017) 22

S S N S SO I
IMGVR_UViG_3300029714_000031|3300029714|Ga0245242_1001241:6,774-17,770 (+)
15 integrase (CDS_0016)

L e E—
MGV-GENOME-0188541: 6,774-16,245 (+)

15 integrase (CDS_0016)

MGV-GENOME.0194557: 6.774-17,252 (+)
integrase (CDS_0016)

15 17

mg,210406: 6,774-16,385 (+)
15 16 mads_3 (CDS_0024)

|
M-GV-GENOM E-0188740:6,774-16,940 (+)
endolysin (CDS_0018)
15 16 17 tRNA-Pro(TGG) 19 20 21

I R S e e— | — . B R .
IMGVR_UViG_3300029105_000374(3300029105|Ga0169199_1000259|20442-52736:6,774-22,532 (+)

holin (CDS_0018) phosphate transporter subunit (CDS_0022)
endolysin (CDS_0020) IABC-type heme transporter (VF0739) (CDS_0025)
15 1617|19 21 23 24 integrase (CDS_0026)

[ | | I N L[] I L § & & _§ | & | | B |
uvig_12445:6,774-24,290 (+)
holin (CDS_0018)
endolysin (CDS_0020)
15 1617|19 integrase (CDS_0021)

|
N

MGV-GENOME-0237451: 6,774-18,736 (+)
15 16 17 19 20terminase small subunit (CDS_0021)

- — " & —— & ¥ | 1]
IMGVR_UViG_3300045988_135542|3300045988|Ga0495776_106500: 6,760-16,357 (+)

PDC-M64C_WP_091840286.1 (CDS_0023)
16 17 Avs_V_ Avs5A (CDS_0018) 22 T 26

e N S —
Ma_2019_SRR413562 NODE 814 length_26063_cov_3.540103:6,764-20,215 (+)
15 16

MGV-GENOME.0163602. 6,760 16811 (+)

MTase_l_00157 Type (CDS_0020)
endolysin (CDS_0019)
holin (CDS_0018) ‘ 22

16 17 | 21]

Wig.201195: 6,815 19,857 (+)

MTase_IlL00157 Type (CDS_0020)

holin (CDS_0018)
17 22

15 16] | 19 21] 23

I e ——— — S M e
MGV-GENOME-0208849: 6,767-17,810 (+)

MTase_lI_00157 Type (CDS_0020)
holin (CDS_0018)

17 22
15 16[| 19 21 23

L e ———————————— et
IMGVR_UViG_3300045988_082675|3300045988|Ga0495776_035687:6,767-17,810 (+)

VP1839_VP1839 (CDS_0019)
holin (CDS_0018)
17 endolysin (CDS_0020)

15 16| | 21

- ————
SAMNO5826499 a1l _ct10884 vs1:6,767-17,299 (+)

holin (CDS_0018) LPS (VF0561) (CDS_0022)
15 16 17T 19 20 21 23

mg,294285: 6,751-26,623 (+)
holin (CDS_0018)
tail protein (CDS_0015) 16 17T 19 20 21 22

Y A (N L}
IMGVR_UViG_2849536700_000002|2849536700|2849536719|80202-111705: 6,751-25,690 (+)
RM_Type_lI_Type_ll_MTases_FAM_4 (CDS_0020)
holin (CDS_0018)
endoWsin (CDS_0019) Michele_2A_hits_grouped (CDS_0022)

15 1617| | 21 23
[ | I S S S L 1] I L 8 & 8§ | & | |}
uvig_148895: 6,752-22,498 (+)
15 16 17 2425

I |
MOV-GENOME.0185819: 6,762.18,322 (+)
15 holin (CDS_0016)

I S S I R IS e B S B ——
Ma_2019_SRR341700_NODE_615_length 25483 _cov_4.523793:6,762-18,236 (+)

15

- ——— 1 —]
MGV-GENOME-0173278:6,762-16,418 (+)

15 16
— ] I E—— —w — 3§ — 1 & 1
uvig 499830:6,772-19,094 (+)

15

[ —»& — § 1§ I 1}
MGV-GENOME-0177461:6,772-17,005 (+)

holin (CDS_0017)  AbiLi-1 AbiLi (CDS_0020)
15 16 18 19 21 27 retron_type_VI_hth_cluster2_1 (CDS_0028)

L e e e———————t———— e e+ 3 ]
IMGVR_UViG_3300029133_000323|3300029133]Ga0168787_100046|64393-95012:6,751-23,925 (+)
VP1839_VP1839 (CDS_0019)
holin (CDS_0018)
15 1617] | 20 21 2627

s R S S S S— — e -
IMGVR_UViG_3300045988_088843|3300045988|Ga0495776_033185: 6,774-20,243 (+)

15 integrase (CDS_0016) 23

T ———————————————————— T ——
MGV-GENOME-0200278: 6,774-18,287 (+)
PDC-M64C_WP_091840286.1 (CDS_0020)
capP (CDS_0018)
15 T 19 25 Sak4-like ssDNA annealing protein (CDS_0026)

e E—
ﬁGV-GENOME-Ol97206: 7,139-19,116 (+)

15

15 16

MGV-GENOME.0173886: 6.7 7415911 (+)

S S R N E— W W
IMGVR_UViG_7000000641_000036|7000000641|SRS018351 Baylor_scaffold_22623:6,769-15,216 (+)
15 16

|
uvig_13409:6,769-14,908 (+)

|
uvig_125918:6,769-16,935 (+)
15

MGV-GENOME.0183285: 6,769- 14,523 (+)
15 integrase (CDS_0016)

e
MGV-GENOME-0206429:6,771-14,154 (+)
15 integrase (CDS_0016)

EM EA1906570_al_ct19124 vs1:6,765-14,535 (+)

mads_1 (CDS_0017)
16 T 18 19

| | - —_—
IMGVR_UViG_3300045988_111483|3300045988|Ga0495776_118733:7,563-17,335 (+)
15 16

[
MGV-GENOME-0059997: 6,769-12,495 (+)

PDC-501_WP_015504585.1 (CDS_0020)
15 1617 18 19 21 22 integrase (CDS_0023)

|
|
#

-
SAMEA2737720_al_ct4676_vs1:6,771-19,773 (+)
15 1617 18 19 20 21

[ | i
IMGVR_UViG_3300029516_000226|3300029516|Ga0244799_100096|41483-75538:6,771-19,079 (+)
15 1617 18 19 retron_type_VI_hth_cluster2_1 (CDS_0020)

D S [ S L L
IMGVR_UViG_3300045988_188236|3300045988|Ga0495776_116588|16716-48130:6,771-16,438 (+)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0019)
holin (CDS_0017)
15 16 | 18 20 21 integrase (CDS_0022)

) S N —
IMGVR_UViG_3300045988_134404|3300045988|Ga0495776_144280:6,768-20,461 (+)
RM_Type_Il_Type_ll_MTases_FAM_4 (CDS_0019)
endolysin (CDS_0018)

17
15 16] ‘ 2021 22 26 27

WIg.255770: 6,760.20962 (+)
holin (CDS_0018)
endolysin (CDS_0019)

17
15  16] 20 21

[ [
uvig_108555:6,769-19,521 (+)
holin (CDS_0018)
17
15 16 | VP1839_VP1839 (CDS 0019)

I N S e B S W
IMGVR_UViG_3300045988_108260|3300045988|Ga0495776_088583: 6,769-16,324 (+)

VP1839_VP1839 (CDS_0019)
holin (CDS_0018)

17
15 18]

20 25 26 2728

!

——
MGV-GENOME-0168360: 6,769-19,474 (+)
VP1839_VP1839 (CDS_0019)
holin (CDS_0018)

17
15 16 ‘ 20 21 2223  integrase (CDS_0024)

!

MGVR_UViG_3300045988_068529|3300045988|Ga0495776_074806: 6,774-21,261 (+)

VP1839_VP1839 (CDS_0019)
holin (CDS_0018)

16
15 17

22
20 21f

;

—
SRS056273_al_ct17900:6,770-19,359 (+)

VP1839_VP1839 (CDS_0019)
holin (CDS_0018)

16 22
15 17 20 21

[
MGV-GENOME-0181755: 6,770-19,743 (+)
MTase_Il_00157 Type (CDS_0021)
holin (CDS_0018)
17
15 16 [19 20 22

e |
MGV-GENOME-0101507: 6,749-15,743 (+)
capP (CDS_0018)
integrase (CDS_0016)

15 19 2021
N T T I B .
MGV-GENOME-0203193: 6,774-16,857 (+)

15 integrase (CDS_0016)
[ | | NN NN D -
uvig_188990: 6,774-17,949 (+)

15 integrase (CDS_0016) 24

A
MGV-GENOME-0192813:6,767-17,899 (+)
15 16 integrase (CDS_0017) 23

1
MGV-GENOME.0203253: 6.777-17,556 (+)
15 integrase (CDS_0016)

I B
MGV-GENOME-0201698:6,777-17,283 (+)
15 integrase (CDS_0016)

e
MGV-GENOME-0209348: 6,777-18,448 (+)
15 integrase (CDS_0016)

I |
MGV-GENOME.0227846. 6.777-17,628 (+)

15 16 integrase (CDS_0017)
I | — I SN I . N .
uvig 275014:6,774-19,510 (+)
15 16 17 18 integrase (CDS_0019)
DoE—— OrOC oo @b a L C DD

[
MGV-GENOME-0219338:6,759-21,091 (+)
endolysin (CDS_0018)
holin (CDS_0017) LPS (VF0561) (CDS_0021)
15 16 | 19 20 integrase (CDS_0022)

| IS ] ] S B S e S e .
uvig 1264:6,774-23,061 (+)
terminase large subunit (CDS_0019)
holin (CDS_0017)
15 16] 18 20 21 22 27 28

E
|
l#

[ ] —— & B T ]
IMGVR_UViG_3300029219_000020|3300029219|Ga0168709_100308: 6,767-22,949 (+)

15 integrase (CDS_0016)

e A
MGV-GENOME-0203184: 6,767-17,434 (+)
NimABCDEF-NCBIFAM NimABCDEF family 5-nitroimidazole reductase (NFO00261.1) (CDS_0023)
holin (CDS_0018)
endolysin (CDS_0019)

17 21
15 16 200 22 24 25 26 27

Wig 472129 6,760-23.890 (1)
holin (CDS_0018)
endolysin (CDS_0019)

17 21
15 16 20] 2 23 24 25

|
=

SAMEA2737834.a1.Ct13551 vs 1: 6.760-21,564 ()
16 17 1920 21 24

[ |
uvig_540610:7,585-19,906 (+)
16 17

!

— e e e —
MGV-GENOME-0202139:7,585-19,355 (+)

phosphoadenosine phosphosulfate reductase (CDS_0023)
16 17 Mu Gam-like end protection (CDS_0025)

!
|

MGV-GENOME-0200194: 7.552.19.578 (4)
15 16

|
uvig_486660:6,768-18,410 (+)
16 17

T R S S N R e —
MGV-GENOME-0194206:7,579-19,325 (+)

15 16 PrrC__Ecoprrl (CDS_0022)

T e E—
MGV-GENOME-0203256: 6,768-19,131 (+)
15 16 18

-
uvig_327754:6,750-18,301 (+)

WBV-GENOME-0175354: 6,777-16,601 (+)
holin (CDS_0018)
17 DNA helicase (CDS_0026)
15 16| | endolysin (CDS_0019) 25 _Holliday junction resolvase (CDS_0027)

e 1
MGV-GENOME.0187067:6,767-19,.988 (+)
retron_type_VI_hth_cluster2_1 (CDS_0017)
16 18

%—4

MGV-GENOME-0187723:7,563-20,129 (+)
VP1839_VP1839 (CDS_0019)
holin (CDS_0018)
17]  endolysin (CDS_0021)
15 16 | 20 22 23 242526 Sak4-like ssDNA annealing protein (CDS_0031)

|%
-

| | N L
IMGVR_UViG_3300029860_000379|3300029860/Ga0245305_1000067|38546-68729:6,774-22,476 (+)

integrase (CDS_0019)
tail protein (CDS_0015) 16 17 18 20 212223 24

é

KMN 11252264 _al_ct129405_vs1:6,767-29,587 (+)
15 16 17

I S E— .
MGV-GENOME-0075440: 6,769-13,600 (+)

15

0 1
MGV-GENOME 4276890: 6,760 12495 (+)

15 1617 18 19 20

I s |
MGV-GENOME-0089125: 6,760-14,789 (+)
15 1617 18 19

[ —— —
MGV-GENOME-0080944: 6,772-14,057 (+)

holin (CDS_0018)
15 1617] 19 2021

|

MGV-GENOME-0091415: 6,749-14,997 (+)
16

15 17 18 19 20 21

_—
uvig_245355:6,760-15,327 (+)
major tail protein (CDS_0009) 14 15 16 17

I ey oy
MGV-GENOME-0059594: 6,113-12,469 (+)

holin (CDS_0002)
5 43] 1

| | I R N —
uvig_387430:2-7,161 ()
retron_type_VI_hth_cluster2_1 (CDS_0022)
holin (CDS_0018)
endolysin (CDS_0020)
15 1617]19 21 23 24 26 28

e
MGV-GENOME.0208124: 6.767-21,923 (+)
HNH endonuclease (CDS_0021)

capH (CDS_0020)
holin (CDS_0017)
15 16 | 1819 | 22

——  ———— e -
uvig 460290:6,759-14,695 (+)

18
16 17] capH (CDS_0019)

|
uvig 573928:7,573-15,269 (+)
17
15 16 [ capH (CDS_0018)

|
uvig 493057: 6,752-13,600 (+)
17
15 16 | capH (CDS_0018)

M-G\/—GENOME—OO77899: 6,752-13,801 (+)
retron_type_VI_hth_cluster2_1 (CDS_0017)
19 capH (CDS_0021)
15 16| 18]20]

MGV-GENOME-0086024: 6,497-14,261 (+)
RusA-like Holliday junction resolvase (CDS_0018)
retron_type_VI_hth_cluster2_1 (CDS_0023)
‘ 19 21 24 26 capH (CDS_0028)

T20T22 | T2s]27]

15 16 17

e
MGV-GENOME-0117206: 6,762-17,003 (+)
15 1617

L ———— T ——— 7
MGV-GENOME-0098964: 6,774-15,553 (+)

15 16

MGV-GENOME.0098185: 6,7/4-15,495 (+)
17
15 16]

— " E— —
MGV-GENOME-0085075: 6,774-14,422 (+)

15 16

Y —— ——————1
MGV-GENOME-0072376: 6,774-13,365 (+)
15

MGV-GENOME.0060008: 6.7 7412495 (+)
17 capH (CDS_0019)
15 16[18]

mg,204901: 6,750-13,544 (+)
15 16 17 18 19

[ |
MGV-GENOME-0135792:6,774-18,812 (+)
RusA-like Holliday junction resolvase (CDS_0016)
19
15 17187 20

A
MGV-GENOME-0091158: 6,774-14,971 (+)
15 16 17

— _ _——  _— — ——————— ;& — 1 — ]
MGV-GENOME-0074113: 6,774-13 493 (+)

retron_type_VI_hth_cluster2_1 (CDS_0018)
16

15 17 |1920

e ——— T — " | —— ] ]
MGV-GENOME-0084140: 6,774-14,337 (+)

RusA-like Holliday juncti
retron_ty)

resolvase (CDS_0016)
_VI_hth_cluster2_1 (CDS_0020)
17 21 23

5)[ 18 19 | [22] capH (CDS_0024)

DNA primase (CDS_OOJ

M-GV-GENOME-0105997: 6,777-16,083 (+)
retron_type_VI_hth_cluster2_1 (CDS_0019)
20 22
15 1617 18 | [21] capH (CDS_0023)

M-GV—GENOME-OO92638: 6,777-15,085 (+)
retron_type_VI_hth_cluster2_1 (CDS_0023)
holin (CDS_0018)
16 24
tail protein (CDS_0015) | 17 1920 2122 | [2526

I I A | | B e L
MGV-GENOME-0130864: 6,774-18,280 (+)
retron_type_VI_hth_cluster2_1 (CDS_0020)

2

1
tail protein (CDS_0015) 16 17 18 19 | [2223

MGV-GENOME.0118796: 6.774-17,139 (+)
retron_type_VI_hth_cluster2_1 (CDS_0022)
endolysin (CDS_0018)
holin (CDS_0017) 20
15 16 | | 197]21|23capH (CDS.0024)

[  — . N — —
uvig 262003:6,758-16,150 (+)

retron_type_VI_hth_cluster2_1 (CDS_0019)
17 187 capH (CDS_0020)

] T ]
uvig 215459:7,548-14,683 (+)

RusA-like Holliday junction resolvase (CDS_0017)

18 24
15 16 | [19 2021 2223] capH (CDS_0025)
DhE— OO SOIDDODNE DD
uvig_502079:6,759-16,064 (+)
retron_type_VI_hth_cluster2_1 (CDS_0019)
20
15 1617 18 | [2122

I e ————— — —
MGV-GENOME-0097437: 6,768-15,443 (+)

retron_type_VI_hth_cluster2_1 (CDS_0018)
19
15 1617 | 2021

I e —————— EEEEEEN—— -
MGV-GENOME-0092123: 6,768-15,048 (+)

retron_type_VI_hth_cITuster2_1 (CDS_0021)
MTase_lI_00157 Type (CDS_0019)
endolysin (CDS_0018)
holin (CDS_0017)
15 16 |

22 24
20 | [23[2526 capH (CDS_0027)

| | I N I B I e -
uvig_238742:6,765-17,760 (+)
retron_type_VI_hth_cLlsterQ_l (CDS_0021)
retron_type_VI_hth_cluster2_1(CDS_0019)
22
15 16 17 18—(20 2324 capH (CDS_0025)

] e e o [
MGV-GENOME-0110415:6,762-16,429 (+)

retron_type_VI_hth_@steﬂ_l (CDS_0021)
retron_type_VI_hth_cluster2_1 (CDS_0019)
22
2324 capH (CDS_0025)

15 16 17 18 | 20

|
MGV-GENOME.0109327- 6,762 16341 (+)
retron_type_VI_hth_cluster2_1 (CDS_0017)
18
15 16 | [1920

I O —|
MGV-GENOME-0085337: 6,771-14,446 (+)
retron_type_VI_hth_cluster2_1 (CDS_0016)
17
15 | 1819

MGV-GENOME-0080864: 6,768- 14,049 (+)
retron_type_VI_hth_cluster2_1 (CDS_0018)
19 21
15 1617 | [20[2223 capH (CDS_0024)

I S
MOV-GENOME.0091100: 6,765 14,526 (+)
16 17 capH (CDS_0018)

1 S S E— -
MGV-GENOME-0085437:7,555-14,456 (+)

15 16 capH (CDS_0017)

- 1
MGV-GENOME.0080038: 6.768-13.981 (+)
18
16 171920 capH (CDS_0021)

L T~ ——————————~————— [ — — N N}
MGV-GENOME-0105150:7,585-15,214 (+)
RM_Type_ll_Type_ll_MTases_FAM _4 (CDS_0020)
retron_type_VI_hth_cluster2_1 (CDS_0022)
endolysin (CDS_0018)
17 ‘ 23
15 16] 19 | 21 |J2425

I
MGV-GENOME-0119319:6,771-17,182 (+)
18

19
16  17[]2021 22 capH (CDS_0023)

| | LB
MGV-GENOME-0101321:7,555-15,727 (+)
retron_type_VI_hth_cluster2_1 (CDS_0020)
18
16 17 ] 19 | capH(CDS_0021)

L L ——————————— S -
MGV-GENOME-0097338:7,557-15,435 (+)
phosphoadenosine phosphosulfate reductase (CDS_0019)
retron_type_VI_hth_cluster2_1 (CDS_0021)
Lar anti-RM (APIS033) (CDS_0022)

holin (CDS_0018)
17 24
15 16 20 23 25 26 capH (CDS_0027)
| | S N N e e
MGV-GENOME-0127332: 6,768-17,933 (+)
18
15 1617] 19 20 capH (CDS_0021)

S |
MGV-GENOME.0108598: 676216283 (+)
retron_type_VI_hth_cluster2_1 (CDS_0024)
VP1839_VP1839 (CDS_0019)
holin (CDS_0018)
endolysin (CDS_0021)
15 1617 | | 20 22 23 |2526

I A |
MGV-GENOME.0132319: 6.759- 18,440 (+)

VP1839_VP1839 (CDS_0019)
holin (CDS_0018)
15 1617 | 20 2122

o ——————————————————————————
MGV-GENOME-0115022: 676516810 (+)
[ 9000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover tail unknown function defence (DefenseFinder)

L]

—
defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA pseudogene
I




