baseplate wedge subunit (CDS_0019)

DNA binding protein (CDS_0023)

baseplate wedge subunit (CDS_0020)

tail protein (CDS_0018) |
tail protein (CDS_0021)

J ‘ trénsr;égase (CDS_0022)

tail protein (CDS_0016)

baseplate hub 25

17 | 24726 27 28

I N — B
uvig 182062: 15,176-23,235 (+)
tail protein (CDS_0021)
25DNA methyltransferase (CDS_0031)
24 33
231 26 32[34

I I S S E— I
MGV-GENOME-0289240: 15,952-26,039 (+)
tail fiber protein (CDS_0022)
tail protein (CDS_0021)
| 2324 29

R N B DN I
MGV-GENOME-0288478: 15,952-26,033 (+)
MTase_Il_00107 Type (CDS_0023)
tail protein (CDS'0021) 27 28

DDA DL -1

I N SN — I .
MGV-GENOME-0279850: 15,157-24,680 (+)
tail protein (CDS_0021) 27 28

I S N R
MGV-GENOME-0281388: 15,156-24,725 (+)
tail protein (CDS_0021)
| transposase (CDS_0022)

I R S N ——
MGV-GENOME-0294972:15,156-26,083 (+)
tail protein (CDS_0021)

%

MGV-GENOME-0283897:15,156-24.762 (+)
tail protein (CDS_0021)

MGV-GENOME-0277320:15,156-22,712 (+)

é'\)
~

S
MGV-GENOME-0282570:15,192-22,104 (+)
tail protein (CDS_0021)
22 23

I N
uvig_190998:14,651-28,002 (+)
21 22 29

| ——————— N . —
MGV-GENOME-0296527:15,156-26,772 (+)
ABC transporter (VF0741) (CDS_0023)
ABC transporter(fli_OOZZ)
tail protein (CDS_0021) 24 25 26 27

L
uvig_76472:15,141-31,035 (+)
tail fiber protein (CDS_0022)

I D R
MGV-GENOME-0291106: 16,246-25,204 (+)
tail fiber protein (CDS_0022)

N O N S
MGV-GENOME-0284172:16,246-25,457 (+)
Serine protease (VF1055) (CDS_0023)
tail fiber protein (CD‘S_OOZZ)
24

—  — —§ ¢ 1 B
uvig_58509:16,226-28,111 (+)

Sigma M (VF0822) (CDS_0024)
tail fiber protein (CDS_0022)

] 23| 25

N B S S

uvig 202761:16,227-28,045 (+)

tail fiber protein (CDS_0022)
23

| N N S E—
MGV-GENOME-0296740: 16,236-27,408 (+)
tail fiber protein (CDS_0022)

|

|| L -
MGV-GENOME-0286415:16,237-25,353 (+)
tail fiber protein (CDS_0022)

|

| —_—
uvig_207909: 16,246-25,493 (+)
tail fiber protein (CDS_0022)

I S — I -
MGV-GENOME-0288463:16,261-25,840 (+)
tail fiber protein (CDS_0022)

I B I .
MGV-GENOME-0288246: 16,246-26,229 (+)
tail fiber protein (CDS_0022)

I DI I .
MGV-GENOME-0283433: 16,227-25,364 (+)
Sigma M (VF0822) (CDS_0026)
tail fiber protein (CDS_0022)
] 232425 | 27

N
uvig_553570: 16,246-29,263 (+)
tail fiber protein (CDS_0022)

23
L e e ——
uvig_209655:16,226-27,146 (+)
2324 31

IR AN NN D
MGV-GENOME-0287360: 16,246-25,270 (+)
tail fiber protein (CDS_0022)

232425 26 27 2829 30 3132

N N A S N S N DN .
uvig 452667:16,246-31,758 (+)
NifU-like Fe-S cluster assembly protein (CDS_0029)
DndA_00001 DndA (CDS_0030)
MazEF_MazF (CDS_0028)
tail fiber protein (CDS_0022) 26 32
5% 5 | | | o

I DN B BN BN SO BN B S —— L | |
uvig 561902:16,218-33,208 (+)
Erm23S_rRNA_broad-NCBIFAM 23S ribosomal RNA methyltransferase Erm (NFO00499.1) (CDS_0028)
FbpABC (VF0272) (CDS_0023)
tail fiber protein ((I"DE_OOZZ)
endolysin (CDS_0025) 31
24 26 27 29 303233

L 1 ' '3 ;] — _§ }] B " _§B§g |
uvig 160104: 16,246-35,192 (+)
tet ABC_46_B-NCBIFAM tetracycline efflux ABC transporter Tet(46) subunit B (NFO00475.1) (CDS_0022)
27
tail protein (CDS_0021) 23 24 25 26] 2829 30 31 32 33

. _ @ ' &8 '] ' B ' | I
uvig 368435:15,176-36,065 (+)
MTase_II_00107 Type (CDS_0027)
Trigger factor (VF1056) (CDS_0025)
tail fiber protein (CDS_0022) 29
12324 | 28 30

S S - Ee—— -
uvig 571557:17,256-29,850 (+)

MTase_lI_00107 Type (CDS_0026)

transposase (CDS_0024)
28
23 27 29

I I B I I S
uvig 571330: 16,573-28,311 (+)
MTase_I_00107 Type (CDS_0024)
tail fiber protein (CDS_0022)
26
2527 30
L e et e —
uvig_292549:16,867-27,254 (+)

tail fiber protein (CDS_0022)
23 2425 28 29

!
I

|| I L
MGV-GENOME-0297473:15,952-25,027 (+)
tail fiber protein (CDS_0022)

E

| I
MGV-GENOME-0304393:16,246-22,109 (+)
Avd protein of DGR (CDS_0027)
RT_Il I-Aﬁ_l 11-B_2 (CDS_0028)
baseplate protein (CDS_0021) ehdolysin (CDS_0029)
22 24
T23R5 26

31
T3OT transposase (CDS_0032)

L e e —— & " | ;B |
uvig_253574:15,307-30,078 (+)
Hoc-like head decoration (CDS_0028)
Avd protein of DGR (CDS_0026)
hemolysin (CDS_0033)
endolysin (CDS_0031)

tra%po‘sase (CDS_0034)

3;0 hydrolase (CDS_0035)
2

32| | T3637

25
2324 27

S ——
uvig 96801: 16,847-36,062 (+)
transposase (CDS_0034)
30
29 33
26 27 28 [[]3132] 35

I A N N N NN R O
IMGVR _UViG_3300029621 000362|3300029621|Ga0245126_1000259|29806-81637: 16,867-34,170 (+)
endolysin (CDS_0032)
transposase (CDS_0035)
27 31| 34
26] 28 2930 |33] 36 43

I A A . N NN NN SN O NN N ——
MGV-GENOME-0323266: 16,867-34,491 (+)
Hoc-like head decoration (CDS_0029)
emolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035)

Avd protein of DGR (CDS_0026)31

27 28 | 30

33 36

S —— | I NN BN NN | O § E——
IMGVR_UViG_3300045988_071022|3300045988|Ga0495776_183937: 16,867-34,491 (+)
Avd protein of DGR (CDS_0026)
hemolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035)
31
27 28 2930 |33 36 37

L e ———— ("' " "§& " & § " "B |}
uvig_383056: 16,863-35,709 (+)
Hoc-like head decoration (CDS_0030)
hemolysin (CDS_0035)
endolysin (CDS_0033)
‘ transposase (CDS_0036)
Avd protein of DGR (CDS_0027)3.

28 29 | 31 |34 37

N N (g R B B N & ]
uvig_383513:16,846-35,452 (+)
DNA binding protein (CDS_0036)
Hoc-like head decoration (CDS_0029]
MTase_II_00107 Type (CDS_0037)
emolysin (CDS_OdZﬂT
endolysin (CDS0032)| |
transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31
27 28 | 30

o | | a

e~ ————_— I IR B T . - .
IMGVR_UViG_2840734889_000003|2840734889|2840734903|22695-73441: 16,867-34,563 (+)
transposase (CDS_0035)

31
27 30 34
26] 28 29 [|3233] 38

I N R N BN BN B N L ]
IMGVR_UViG_3300045988_077790|3300045988|Ga0495776_057480: 16,848-34,172 (+)
tail fiber protein (CDS_0022) 31
27 30 34
26] 28 29 [|3233] transposase (CDS_0035)

I N N I N NN BN B DD S
IMGVR_UViG_3300045988_074418|3300045988|Ga0495776_177738:16,883-34,110 (+)
hemolysin (CDS_0034)

30
Avd protein of DGR (CDS_0026) 31 33
27 28 29[32[ | transposase (CDS_0035)

I ——— —— I — e R —
uvig_523671:16,847-31,260 (+)

31
27 30 34
26] 28 29 [[3233] transposase (CDS_0035)

N S N N S N BN S S ——
MGV-GENOME-0305195: 16,847-31,260 (+)
30
3133
26 27 28 29[32[34transposase (CDS_0035)

R S NN N S A S S —
MGV-GENOME-0316309: 16,847-31,260 (+)
Hoc-like head decoration (CDS_0028)

emolysin (CDS_0034)

31
Avd protein of DGR (CDS_OO‘26)36 33
T 27 | 2932 | transposase (CDS_0035)

S —— | S — - ]
OTU_1051:16,883-34,215 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0034)
‘ transposase (CDS_0035)
Avd protein of DGR (CDS_OOZé)% 1
3
27 28 ‘ [|3233 40

I A H I N B —— I -
OTU_1088:16,849-32,260 (+)

hemolysin (CDS_0034)

endolysin (CDS_0032)
transposase (CDS_0035)

30
31
26 27 2829]

33 4

I S N S S N B DO B S—
IMGVR_UViG_3300045988_060032|3300045988|Ga0495776_077573: 16,849-33,969 (+)
Hoc-like head decoration (CDS_0028)
emolysin (CDS_0034)

30
3133
26 27 29[32] | transposase (CDS_0035)

N N S S S N S i E—
IMGVR_UViG_3300014553_000156|3300014553|Ga0134451_100004|150016-202539: 16,883-33,755 (+)
hemolysin (CDS_0034)

endolysin (CDS_0032)
transposase (CDS_0035)
30
Avd protein of DGR (CDS_0026) 31 37
27 28 29[|33 36] 38
I R I N N SN | E— D
uvig_305195: 16,882-37,029 (+)
Hoc-like head decoration (CDS_0028)
peplidase (CDS_0032)
Avd protein of DGR (CDS_0026)30
29 | 34
27 131| 33] transposase (CDS_0035)

S —— | S — I
uvig_231486: 16,847-32,360 (+)
endolysin (CDS_0032)
27 31[ 34
26] 28 29 30 |33] transposase (CDS_0035)

I S N I D D B — DN
MGV-GENOME-0269445: 16,847-33,993 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31 |  MTase_II_00107 Type (CDS_0037)
27 28 | 30 |33 | 36 | 41 DNA methyltransferase (CDS_0042)

N N I NS BN e | RN I
IMGVR_UViG_2849839919_000003|2849839919/2849839956|60459-113484: 16,849-35,731 (+)
endolysin (CDS_0032)
31

30| 34
26 27 28 29| |33] transposase (CDS_0035)

| SN NN R N R B N — Ll |
MGV-GENOME-0315088: 16,847-32,708 (+)
Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0034)
peptidase (CDS_0032)
31
Avd protein of DGR (CDS_0026)36
T 27 | 29]|s3

transposase (CDS_0035)

R
OTU_1067: 16,892-34,004 (+)
hemolysin (CDS_0034)
endolysin (CDS_0032)
traEpoéase (CDS_0035)
31
30 integrase (CDS_0039)
26 27 2829]|33 36 3738 40

I S S S S A SN BN NN B | S S —
IMGVR_UViG_3300045988_085401|3300045988|Ga0495776_026506: 16,847-36,655 (+)
hemolysin (CDS_0034)
endolysin (CDS_0032)
31
26 27 28 29 30 |33| 35 transposase (CDS_0036)

I S B B SN NN BN B S S E— I
IMGVR_UViG_3300035648_000016|3300035648|Ga0134433_00103: 16,867-34,965 (+)
hemolysin (CDS_0034)
endolysin (CDS_0032)
31
26 27 28 29 30 |33 transposase (CDS_0035)

I S R S D NN B R S — I
IMGVR _UViG_3300045988 047893|3300045988|Ga0495776_000328: 16,867-34,192 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31
27 28 | 30

33 36 37 38 39

L ————— (g | & B N | § | ] AN .
uvig 399126:16,847-36,210 (+)
Hoc-like head decoration (CDS_0029)
Reverse transcriptase (EDS_OOZS)
hemolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31
o7 | | 36

33 36 37 38 phospho-2-dehydro-3-deoxyheptonate aldolase (CDS_0039)

L ———— | | NN SN S N B —— .
uvig_200608: 16,847-36,160 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0034)
endolysin (CDS_0032)
‘ transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31
27 28 | 30

33 36 37 38 3940 41

S —— § I N BN SN 1] S R S— N N OO
uvig 97126:16,867-40,826 (+)
endolysin (CDS_0032)
transposase (CDS_0035)
30
31 34
26 27 28 29|33 3637

I N DN E—
MGV-GENOME-0316365:16,573-34,142 (+)
Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0034)

30
Avd protein of DGR (CDS_OO‘Zé) 3133
23 [ 27 | 29[32]| transposase (CDS_0035)

e ——— — I — [ — — ]
uvig_139186:16,573-34,417 (+)

DNA binding protein (CDS_0036)
transposase (CDS_0035)

31
27 30 34
26] 28 29 [[3233] MTase_I_00107 Type (CDS_0037)

I N N | B N BN B IR S
MGV-GENOME-0321531:16,883-34,440 (+)
endolysin (CDS_0031)
AbiD__AbiD (CDS_0035)
transposase (CDS_0034)
30| 33
26 27 2829 |32] 36

I S N N N NN BN B Y S —
IMGVR _UViG_3300045988 078798|3300045988|Ga0495776_151875:16,847-32,489 (+)
Hoc-like head decoration (CDS_0028)
endolysin (CDS_0032)
transposase (CDS_0035)

30
Avd protein of DGR (CDS_0026) 31| 34 38 40
T 27 | 29]|33] 391
| | N — BN B

I N —
OTU_1026: 16,849-32,254 (+)
hemolysin (CDS_0034)
endolysin (CDS_0032)
30
Avd protein of DGR (CDS_0026) 31|
27 28 29[|33

transposase (CDS_0035)

I R L ' | N B | |
uvig_518375:16,839-32,211 (+)
hemolysin (CDS_0035)
transposase (CDS_0036)
32 tail protein (CDS_0037)
Avd protein of DGR (CDS_0026)31 34
27 28 29 303] 38

N S (e | . | N ___§/]| I NN .
uvig_540069: 16,857-33,663 (+)
ABC-type heme transporter (VF0739) (CDS_0038)
ParB-like partition protein (CDS_0040)
Hoc-like head decoration (CDS_0028)
emolysin (CDS_0034)
peptidase (CDS_0032) ParB-like partition protein (CDS_0043)
transposase (CDS_0035 ‘

30 mads_8 (CDS_0039)
Avd protein of DGR (CDS_0026) 31 37 | DS-15__DS-15A (CDS_0042)
33 36 | | [ 4] | 44 45

27 | 29]
S e — ¢ - I V.

S ——
uvig 100331:16,875-39,817 (+)

ABC-type heme transporter (VF0739) (CDS_0038)

ParB-like partition protein (CDS_0040)
Hoc-like head decoration (CDS_0028)
Eemolysin (CDS_0034)
endolysin (CDS_0032)
transposase (CDS_0035) ParB-like partition protein (CDS_0043)

30 DS-15._DS-15A (CDS_0042)
Avd protein of DGR (CDS_0026) 31 mads_8 (CDS_0039)
T 27 | 29|33 3637 | [ | 4@ 44 45
S IS N CUSS — L S — -

N N
uvig_98364: 16,875-39,940 (+)
DNA topoisomerase |l (CDS_0038)
hemolysin (CDS_0034)
endolysin (CDS_0032)
tra&po‘sase (CDS_0035)
Avd protein of DGR (CDS_0026)31 T DNA topoisomerase || (CDS_0039) DNA methyltransferase (CDS_0048)
27 28 29 376 3637 40 41 42 T DNA methyltransferase (CDS_0049)

33

S —— | ]

uvig 556929:16,847-44,033 (+)
Hoc-like head decoration (CDS_0029)

hemolysin (CDS_0035)

endolysin (CDS 0033)
transposase (CDS_0036)
31
Avd protein of DGR (CDS_0026) 32 phosphofructokinase (CDS_0039)
27 28 | 3d[|34| | 37 38 40 41 4243 44 45

I S —— | ] [ R || 0 || § } L T " _§ |
uvig 271915:16,847-43,297 (+)
Hoc-like head decoration (CDS_0028)
Reverse transcriptase (EDS_0027)
hemolysin (CDS_0034)

endolysin (CDS_0032)
traEpo‘sase (CDS_0035)
30
Avd protein of DGR (CDS_0026) 31 37
] 29|33 36] 38 39404142 43 44 45 phosphofructokinase (CDS_0046)

I S —— . _F— 1 N /| ]} L || N} __;§ ___§ ]
uvig 1949:16,883-44,702 (+)
Hoc-like head decoration (CDS_0029)
Reverse transcriptase (EDS_0028)
hemolysin (CDS_0034)
endolysin (CDS_0032)
‘ transposase (CDS_0035)
Avd protein of DGR (CDS_0026)31
J27 | | 3d

43
36 37 38 39 40 41 @Tﬂ 45 46  transcriptional repressor (CDS_0047)

33
I S —— L] ' -k | 35 "} §F!/ 35— 5§ ] I -
Uvig 434784 : 16,869-43,840 (+)

DpdF_00007 DpdF (CDS_0034)
endolysin (CDS_0032)

30
31
26 27 28 29[| 33

36
35] 37

I B B B N B R .
IMGVR_UViG_3300029566_000124(3300029566|Ga0244934_100364: 16,582-33,665 (+)
Hoc-like head decoration (CDS_0028)
MTase_II_00107 Type (CDS_0034)
30
3133 36
29[32] | 3537

26 27

. __ e L B ]
IMGVR_UVIG_3300029566_000344|3300029566|Ga0244934_100364|3973-54466:16,582-31,204 (+)
26 27 28 2930

. __ - - - - LK N ]
IMGVR_UViG_3300045988 061714|3300045988|Ga0495776 068894: 16,573-29,395 (+)
peptidase (CDS_0032)
3]
30| 34
26 27 28 29| |33 transposase (CDS_0035)

. __ - . K I N ]
IMGVR_UViG_3300045988_069330|3300045988|Ga0495776_077606: 16,573-31,739 (+)
31

27 3234

26] 28 29 30[33]35 transposase (CDS_0036)

S — S —_[— ——— e . -
MGV-GENOME-0318417:16,573-31,687 (+)

30
3133
26 27 28 29[32[34transposase (CDS_0035)

R S I — L L N ]
IMGVR_UViG_3300045988 062895|3300045988|Ga0495776_057354: 16,573-32,005 (+)
31
30 33
26 27 28 29[32[34transposase (CDS_0035)

N S D S S A B O .
IMGVR_UViG_3300045988_060026|3300045988|Ga0495776_057510: 16,573-31,732 (+)
Hoc-like head decoration (CDS_0028)
endolysin (CDS_0032)

31
Avd protein of DGR (CDS_OO‘26)36 34
TR & | 29| |33] transposase (CDS_0035)

S S N E——
uvig 290998: 16,573-31,739 (+)
30
31
26 27 28 29[3233

T et T L —
MGV-GENOME-0319595:16,573-30,017 (+)
Hoc-like head decoration (CDS_0028)
endolysin (CDS_0032)
transposase (CDS_0035)
30
31 34
26 27 29] | 33 36

I S S S
MGV-GENOME-0337347: 16,573-32,631 (+)
peptidase (CDS_0032)
30

31 34
26 27 28 29[| 33] transposase (CDS_0035)

- - - RN ]
IMGVR_UViG_3300045988_070002|3300045988|Ga0495776_057699:16,573-31,837 (+)
peptidase (CDS_0032)

26 27 2829]| 33

N S S S S RO N
IMGVR_UViG_3300045988_055354|3300045988|Ga0495776_165703: 16,573-30,017 (+)
peptidase (CDS_0033)
31
27 320 35
26] 28 29 30] |34] transposase (CDS_0036)

R R N [ — 1 N ]
IMGVR_UViG_3300045988_058926|3300045988|Ga0495776_077421: 16,573-32,132 (+)
hemolysin (CDS_0034)
30
3133
26 27 28 29[32] | transposase (CDS_0035)

I S DN N N N N DI BN
IMGVR_UViG_3300045988_055365|3300045988|Ga0495776_000322: 16,573-31,722 (+)
transposase (CDS_0035)
30 transposase (CDS_0036)
3133
26 27 28 29[32[34 37

-y A ke B ]
IMGVR_UViG_3300045988_058975|3300045988|Ga0495776_169475:16,573-33,333 (+)
Hoc-like head decoration (CDS_0028)
endolysin (CDS_0032)
transposase (CDS_0035)

30
Avd protein of DGR (CDS_0026) 31 34
T 27 | 297 |33] transcriptional repressor (CDS_0036)

L~ ——] L N & B | N |
uvig_289289:16,573-32,771 (+)

transposase (CDS_0035)

30

3133
26 27 28 29[32[34 36

N S SN S
MGV-GENOME-0320430: 16,573-32,704 (+)
30
3133
24 26 27 28 29[32]34 transposase (CDS_0035)

I —— SN [ ———— e O -
MGV-GENOME-0318872:16,573-32,104 (+)

Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0033)
peptidase (CDS_0031)
‘ transposase (CDS_0034)
Avd protein of DGR (CDS_0026)30
T 27 | 29

3| | 3

I N ' "§F B F | N ]
uvig 242478:16,573-32,177 (+)
hemolysin (CDS_0035)
transposase (CDS_0036)
31
3234
29 30[33]

27
26] 28 38

| S N N S S N N S .
IMGVR _UViG_3300045988_055359|3300045988|Ga0495776_057710:16,573-31,863 (+)
Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0034)

endolysin ($D§"_0032)
transposase (CDS_0035)
31
Avd protein of DGR (CDS_0026)30
T 27 | 29||s3 36

e E— —— T
uvig_294888:16,573-32,007 (+)

Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0035)

en‘dolysin (CDS_0033)
31
Avd protein of DGR (CDS_0026) ~ 32
[27 28 | 30| 34| transposase (CDS_0036)
N I | S — Lty ]
IMGVR_UViG_3300045988_058686|3300045988|Ga0495776_077548: 16,573-32,301 (+)
31
27 3234

26] 28 29 30[33[35 transposase (CDS_0036)

R S S S E— N |
MGV-GENOME-0318977:16,573-31,739 (+)
peptidase (CDS_0032)
30
31 34
26 27 28 29[ |33 transposase (CDS_0035)

L — e B R | N ]
IMGVR_UViG_3300045988_040027|3300045988|Ga0495776_057779: 16,573-31,723 (+)
hemolysin (CDS_0035)
31
27 32 34
26] 28 29 30[33] | transposase (CDS_0036)

R S N N S S A N S S
IMGVR_UViG_3300045988_062893|3300045988|Ga0495776_170613: 16,573-31,580 (+)

Hoc-like head decoration (CDS_0029)

emolysin (CDS_0035)
endolysin (CDS_0033)
transposase (CDS_0036)
31
Avd protein of DGR (CDS_0026) 32|
J27 28 | 30]|34 37

r __ — [ 1 (x| ___§ "]} N

uvig_1068: 16,893-32,505 (+)

ParB-like partition protein (CDS_0037)

Hoc-like head decoration (CDS_0029)

Reverse transcriptase (EDS_0028)
hemolysin (CDS_0034)

endolysin (CDS_0032)
‘ transposase (CDS_0035)

Avd protein of DGR (CDS_0026)31 | DS-15_DS-15A (CDS_0036)

J2z | [ 863l | T | 38
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uvig_494903: 16,883-35,873 (+)
Hoc-like head decoration (CDS_0028)
Eemolysin (CDS_0034)

endolysin (CDS_0032)
tra%po‘sase (CDS_0035)
30 ﬁscriptional repressor (CDS_0040)
Avd protein of DGR (CDS_0026) 31 39 42

27 | 29]|33 3637 38 | 41] 43
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SAMEA2737717_al_ct19562 vs1:16,573-35,818 (+)
Hoc-like head decoration (CDS_0028)
Reverse transcriptase (EDS_0027)
hemolysin (CDS_0034)

endolysin (CDS_0032)
traEpoéase (CDS_0035)
30
Avd protein of DGR (CDS_0026) 31
Tl | 29]|33 36 373839 40 41 42 43 44

O e o —— 1 — — y— 5 ]
uvig 470377:16,573-42,858 (+)

Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0034)

endolysin (CDS_0032)
transposase (CDS_0035)
30
Avd protein of DGR (CDS_0026) 31 37
T 27 | 29|33 36383940 41 42

. [} L & N ;o | N | ] L B
uvig_146650:16,573-37,999 (+)

Hoc-like head decoration (CDS_0028)

emolysin (CDS_0034)

endolysin (CDS_0032)

transposase (CDS_0035)

30
Avd protein of DGR (CDS_0026) 31
27 | 29]|33

38
3637 39 4Otail protein (CDS_0041)
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uvig 295903:16,573-36,516 (+)
VirR/VirS two component system (VF0729) (CDS_0038)
Hoc-like head decoration (CDS_0028)
emolysin (CDS_0034)

endolysin (CDS_0032)
traEpo‘sase (CDS_0035)
30 40
Avd protein of DGR (CDS_0026) 31| transposase (CDS_0036) 4143
27 | 29[|83] | 37 | 39 [2f44

e — ——— O T R TR
uvig_285472:16,573-37,407 (+)

endolysin (CDS_0032)

30| 34
26 27 28 29| |33] transposase (CDS_0035)
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MGV-GENOME-0317602: 16,573-34,187 (+)
Hoc-like head decoration (CDS_0028)
Avd protein of DGR (CDS_0026)
Reverse transcriptase (EDS_0027)
hemolysin (CDS_0033)
endolysin (CDS_0031)
transposase (CDS_0034)
30
29 |32

35
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uvig 463628:16,857-31,588 (+)
hemolysin (CDS_0033)
endolysin (CDS_0031)
tragpo‘sase (CDS_0034)
30 35
26 27 2829 |32 3637
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IMGVR _UViG_3300030320_000376|3300030320|Ga0244994_100507|68-53052: 16,573-34,891 (+)
Avd protein of DGR (CDS_0026)
TR z 28

S —
uvig 298052: 16,573-31,288 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0034)

endolysin (CDS_0032) DNA binding protein (CDS_0045)
| transposase (CDS_0035) DpdF_00007 DpdF (CDS_0046)
Avd protein of DGR (CDS_0026)31 48
J27 28 | 30 |33 36 37 38 39 40 41 42 43 44 ‘ 477 49

N A (L R B __&R_ = ¢ _ |
Ma_2019_SRR413629_NODE_131_length_68275_cov_15.339109: 16,573-47,008 (+)
Hoc-like head decoration (CDS_0028)
hemolysin (CDS_0034)

endolysin (CDS_0032)
transposase (CDS_0035)
30
Avd protein of DGR (CDS_0026) 31 cation efflux protein (CDS_0041) kinase (CDS_0048)
T 27 | 29|33 363738 39 40 42 43 44 45 46 47 49 50

I N . _____® = ‘' 9 . | '________________§N ‘B ;B 8} | §N /|
uvig_425896:16,573-50,919 (+)
Hoc-like head decoration (CDS_0029)

endolysin (CDS_0033)
traEposase (CDS_0036)

31
Avd protein of DGR (CDS_0026) 32 35
T 2728 | 3d[|34] 37 38 39 40 41 42 43 44 45 46 47 50

I R
uvig_293124:16,573-43,568 (+)
endolysin (&DS_OOSZ)
transposase (CDS_0035)

31 MTase_II_00107 Type (CDS_0042)
30| 34 44
26 27 28 29|33 36 3738 39 4041|4345
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IMGVR_UViG_3300029210_000259|3300029210|Ga0168823_100246[10767-69044: 16,573-40,838 (+)
Hoc-like head decoration (CDS_0028)

peptidase (CDS_0032)

‘ transposase (CDS_0035)

30
Avd protein of DGR (CDS_0026) 31 34 40
tail fiber protein (CDS_0023) 27 | 29]|33[ 36 37 38 39[4142 45

L —————— L 8§ ____ N ]} D SR S E—
uvig_204856: 16,847-37,707 (+)
endolysin (CDS_0030)
29
27 32
2628 |31 transposase (CDS_0033)
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MGV-GENOME-0310850: 16,867-31,116 (+)
endolysin (CDS_0027)
tail fiber protein (CDS_0022) 26| 29
23 2425 |28] transposase (CDS_0030)

I N BN B S . E— I
MGV-GENOME-0308053: 16,226-30,686 (+)
Hoc-like head decoration (CDS_0029)
hemolysin (CDS_0035)
peptidase (CDS_0033)
transposase (CDS_0036)
31| transposase (CDS_0037) anti-Pycsar (AP1S044) (CDS_0047)
Avd protein of DGR (CDS_0026) 32 39 41 PfbA(VF0525) (CDS_0045)
127 28 | 30[|34 3814042 43 44 46 | 48 49 50 51 52 53 54 55 56 57 transposase (CDS_0058)
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uvig 231788: 16,573-53,055 (+)
28
26 27 ]29

N S N —
uvig_399017:16,847-28,151 (+)
tail fiber protein (CDS_0022)

23 24

OO ODLIED

| R S S S
MGV-GENOME-0288373: 16,254-24,836 (+)
MTase_lI_00107 Type (CDS_0024)

25

|

I S I -
MGV-GENOME-0283961:16,847-25,012 (+)
Hoc-like head decoration (CDS_0029)
27
26] 28 30 31

S S I S S S O S N E—
IMGVR_UViG_3300014573 000068|3300014573|Ga0134423_1000202: 16,883-32,623 (+)
27
26] 28

I N A I B . .
MGV-GENOME-0304868: 16,849-29,356 (+)
Avd protein of DGR (CDS_0026)
27 28 29

S S |} I DI N N
IMGVR_UViG_3300045988 073352|3300045988|Ga0495776_097143: 16,847-29,862 (+)
27
26] 28 29

R N N S S
MGV-GENOME-0304118: 16,847-29,862 (+)
27
26] 28 29

N S N . B NN E—— -
IMGVR_UViG_3300045988_081865|3300045988|Ga0495776_097295: 16,847-29,976 (+)
Hoc-like head decoration (CDS_0028)
Reverse transcriptase (CDS_0027)
hemolysin (CDS_0034)

endolysin (CDS_0032)
transposase (CDS_0035) retron_type_VI_hth_cluster2_1 (CDS_0043)
30 BopD (VF0362) (CDS_0040)
Avd protein of DGR (CDS_0026) 31] 38 44 tail protein (CDS_0048)
T 29] |33 36 37]39 41 42 Tas 46 47 | 49 50 51 52 53 54 55 56 57
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uvig 437151:16,573-58,972 (+)

Avd protein of DGR (CDS_0026)
27 28 29 3031 32 33 34 phosphofructokinase (CDS_0035)

- —— [ 1] ! ] | ] [ |
uvig 406004: 16,573-34,551 (+)
Hoc-like head decoration (CDS_0028)

el

endolysin (CDS_0032)

transposase (CDS_0035) MupA-NCBIFAM mupirocin-resistant isoleucine--tRNA ligase MupA (NFO00257.1) (CDS_0045)
30 clamp loader of DNA polymerase (CDS_0052)
Avd protein of DGR (CDS_0026) 31| 34 Lsp (VF0351) (CDS_0046)
27 | 29]|33] 36 37 38 39 40 41 42 43 44 \ T 47 4849 50 51 _Fur (VF0113) (CDS_0053)
- -"»=—§ ! . ¢} [ | | [ — | ] I —
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uvig_391152: 16,857-53,411 (+)
endolysin (CDS_0034)
32
Avd protein of DGR (CDS_0028) ?3
23 2425 26 | 29 30 31[| 35

——— ————— T
uvig_255099:17,546-34,458 (+)

hemolysin (CDS_0036)
endolysin (CDS_0034)

32
33
28 29 3031]|35

transposase (CDS_0037)

L el —
uvig_282031:17,566-34,353 (+)

Hoc-like head decoration (CDS_0030)

peptidase (CDS_0034)

32
Avd protein of DGR (cos_oo‘za) 33 36
T 29 | 31]|35] transposase (CDS_0037)
[ — N R S — I

——
OTU_974:17,546-35,953 (+)

ParB-like partition protein (CDS_0037)
peptidase (CDS_0032)
transposase (CDS_0035)
30 ParB-like partition protein (CDS_0039)
Hoc-like head decoration (CDS_0028) 31 34 | DS-15_DS-15A (CDS_0038)

[ 29T]33] 3 | T | 40

— S
uvig_243571:17,566-39,213 (+)

hemolysin (CDS_0033)
endolysin (CDS_0031)
transposase (CDS_0034)
Hoc-like head decoration (CDS_0028) %0
2

32 35 36 38
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uvig_33449:17,566-34,410 (+)
hemolysin (CDS_0033)
endolysin (CDS_0031)
transposase (CDS_0034)
Hoc-like head decoration (CDS_0028) 30

29 |32 35
I R B B N D Il
IMGVR_UViG_3300045988 057447|3300045988|Ga0495776_141723|1-55565: 17,566-33,520 (+)
33
33 35

28 29 30 31[34[36transposase (CDS_0037)

N N N SN S
MGV-GENOME-0321857: 17,546-36,055 (+)

33

33 35
tail fiber protein (CDS_0022) 28 29 30 313436 transposase (CDS_0037)

| S S SN S S N S S N | S
IMGVR_UViG_3300045988_068900|3300045988|Ga0495776_113321:17,546-36,055 (+)
endolysin (CDS_0031)
30 36 38
28 29 |32 33 343537]39 44

S R N . N N N B
MGV-GENOME-0328387:17,546-34,725 (+)
tail fiber protein (CDS_0022) 28

23 2425 26 |29 RuvC-like Holliday junction resolvase (CDS_0030)

L ————————— ————— [

uvig 319666:16,226-27,665 (+)
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unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA pseudogene
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