PD-Lambda-1_WP_{ 005960421 1(CDS_0008)
PDC-515_WP_206299025.1 (CDS_0005)
transcrlptlonal regulator (CDS_0013)
‘ 11 [ 15
23 4 67 91012 14] 16

(. 11— 1L
MGV-GENOME-0206987:1,966-10,376 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0076)

tail length tape measure protein (CDS_0067)

holin (CDS_0064) PDC-S15_WP_206299025.1 (CDS 0073
%dolysin ‘
|| 65 66 68 69 7071 72 | 7475 178 83

< 13 ! — | 1] '] I EEE N -
uvig 184736:63,549-81,274 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0020)
18 21
161719 | 22 28

N1 1 1 & —|§ |
Ma_2019_SRR413623_NODE_657_length_37649 _cov_3.021785:12,220-19,182 (+)
PD-Lambda-1_ WP_005960421.1 (CDS_0012)
PDC-S35_WP_082176215.1 (CDS_0010)
head morphogenesis (CDS_0003)
portal protein (CDS_0002)
1 | 45 6 8 9

13
[14

—— ——— ——— KL & ' — ¢ 1 — Ny
uvig_194483:1-15,673 (+)

PDC-$35_WP_082176215.1 (CDS_0007)
5 6 [8910

S ——
uvig 270886:1-11,322 (+)

transcriptional repressor (CDS_0029) PD-Lambda-1_WP_005960421.1 (CDS_0043)
tail protein (CDS_0022) integrase (CDS_0031) PDC-535_WP_082176215.1(CDS_0040)
tail fiber protein (CDS_0024) \ 34 42 | 44
21| 23 25 2728 30 | 3233 PB5 36 3738 39 |41] T4s

I S | a8 1 BN | &% [ 1 EN§ | |
uvig 301708: 17,538-39,988 (+)
PDC-$35_WP_082176215.1(CDS_0014)
16
12 13 | 15[ 1718 25

iy | | 1] H BN
uvig_487409:9,600-17,383 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0036)
32
3533 30
38 37 | P |31]

R | 1 NI ||
uvig_181258: 14,870-23,201 ()
PDC-515_ WP_206299025.1 (CDS_0009)
13
7 8 101112] 14

R N ———

uvig_190784: 1-14,949 (+)

PDC-515 WP_206299025.1 (CDS_0010)
8 9 [ 111213

[ES

I . I N S R -
uvig_80810: 1-14,243 (+)
PDC-$35_WP_082176215.1 (CDS_0008)
10 12
4 6 7 9T 11713

L g & 1§ & |} ]
uvig_344003: 1-13,002 (+)
head morphogenesis (CDS_0003)

2 45 6 78 10

L eyt e—_ EEENE
uvig_69118:1-10,307 (+)
head morphogenesis (CDS_0003)
4 7
2 T56]89

L 11l | & | ]

uvig 320571:1-8,672 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0002)
1] 3456

MDD
NN BN BN .
uvig_310166: 1-5478 (+)
retron_type_VI_hth_cluster2_1 (CDS_0040)
PDC-M04B_WP_210387105.1 (CDS_0041)

transcriptional repressor (CDS_0030) PDC-M04A_WP_207706624.1 (CDS_0042)

34 44

25 2829 313233[35 36 37 38 39 ‘ 43] 45

L e——————— e L e ] | ENE
IMGVR_UViG_3300013752_000184[3300013752|Ga0117817_1000016|176-56245: 17,639-38,933 (+)
retron_type_VI_hth_cluster2_1 (CDS_0031)
PDC-M04B_WP. 210387105 1(CDS_0032)
PDC-MO4A WP 267706624 1(CDS_0033)

endolysin (CDS_0027)
] 28 29 30 34T 36

R = TN N
uvig_76115:17,667-32,917 (+)
RM_Type_ll__Type_ll_MTases_FAM_0 (CDS_0055)
Control_protein_00002 control (CDS_0053)
retron_type_VI_hth_cluster2_1 (CDS_0061)
PDC—MO4B_WP_2T10387105.1 (CDS_0062)

transcriptional repressor (CDS_0030) PDC-MO4A_WF$_ZF7706624.1 (CDS_0063)
integrase (CDS_0036) REase_ll_00166 Type (CDS_0054) ‘
34 39 49 51 65
28 29 31323335 3738 [40 41 4243 44 45 464748 | 50 |52 ‘ ‘ 5657 58 59 60 64] 66
i "
D) AOH-CEM
R R DN ) B S U D e N O R e ] S L 11 NN
uvig 338498:17,639-58,815 (+)
retron_type_VI_hth_cluster2_1 (CDS_0055)
transcriptional repressor (CDS_0029) PDC-M04B_WP_210387105.1 (CDS_0056)
endolysin (CDS0027) PDC-S13 WP_186842295.1 (CDS_0038) PDC-MO04A_WP_207706624.1 (CDS_0057)
integrase (CDS_0034) PDC-526_WP_111444287.1 (CDS_0047)
31 39 46 59
28 30 [3233 | 353637 | [40 41 4243 44 45] 48 49505152 53 5¢ 58] 60
Ml i
HHED Y d
I a ' ;& | _§/ | B§ '8N B § [ | By [B |

I E—— E— |
uvig_193093:17,607-52,594 (+)

retron_type_VI_hth_cLusterZ_l (CDS_0051)
ABC transporter (VF0818) (CDS_0041) PDC-M04B_WP_210387105.1 (CDS_0052)
integrase (CDS_0034) ABC transporter (VF0818) (CDS_0042) PDC-MO4A_WP_§57706624.1 (CDS_0053)

2T8 31 37 ABC transporter (CDS_0044) 55
27 2930 [3233 | 3536 [38 39 40

| 43 45 46 4748 49 50 ‘ 54] 56
| B 0 TN N Y S B P N W S I NSRS NN ———

N N
uvig 208237:17,607-54,072 (+)
retron_type_VI_hth_cluster2_1 (CDS_0059)
PDC-M04B_WP_2710387105.1 (CDS_0060)

integrase (CDS_0034) ABC transporter (VFO818) (CDS_0044) PDC-M04A_WP_207706624.1 (CDS_0061)
3840 ABC transporter (VF0818) (CDS_0045) PD-Lambda TWP 005960421 1(CDS_0064)
30 32 39 ABC transporter (CDS_0047)
28 29 [31]33 | 353637] |41 42 43 | 46 48 49 50 51 52 53545556 57 5¢

‘ 62T Téé
CI“- d

I e —— I
uvig_271794:17,637-59,652 (+)

metallo-endopeptidase (CDS_0027) ABC transporter (VF0818) (CDS_0039)
integrase (CDS_0032) ABC transporter (VF0818) (CDS_0040)
29 35 ABC transporter (CDS_0042)
28 3031 3334 [36 37 38 41 43 44 45 46 47484950
K W, w,

]
uvig 513240:17,335-50,975 (+)

ABC transporter (VF0818) (CDS_0036) phosphoadenosine phosphosulfate reductase (CDS_0061)
integrase (CDS_0029) ABC transporter (VF0818) (CDS_0037) PDC-S35_WP_082176215.1 (CDS_0052)
endolysin (CDS_00327) 32 ABC transporter (CDS_0039) 43 54 56
"[28 | 303133 34 35 38 40 41 42 4445 46 47 48 4950 51 | 53] 55 |57 63

I E————
uvig_196722:17,538-58,368 (+)

integrase (CDS_0029) PDC-535_WP_082176215.1 (CDS_0046)
endolysin (CDS_0027) 32 clamp loader of DNA polymerase (CDS_0040) 48
|28 | 303133 34 353 37 38 39 41 42 4344 45 | 47] 4950

I S — —
uvig_66277:17,610-49,705 (+)
PDC-S35_WP_082176215.1 (CDS_0052)

integrase (CDS_0030) PDC-526_WP_111444287.1 (CDS_0042)
endolysin (CDS_0078) 33 37 46 51| 54
tail fiber protein (CDS_0024) 29 | 3132 [34 35 36[38 39 4041 434445] 47 4849 50| | 53] 55

/
S S e E— S N S i B N S S M § N S

I N S N
uvig_165706:17,610-49,014 (+)
phosphoadenosine phosphosulfate reductase (CDS_0071)

integrase (CDS_0031) ABC transporter (VF0818) (CDS_0042) PD-Lambda-1_WP_005960421.1 (CDS,M)
27 ABC transporter (VF0818) (CDS_0043) PDC-515 WP_206299025.1 (CDS_0060)
[29 34 38 ABC transporter (CDS_0045) 64
26 2830 | 3233 [35 36 37| 39 4041 | 44 46 47 48 49 50 51 52535455 56 5758 59 | 6162 Tes
HHHA AR DM
. ‘' —— 1] N| Sq | - | N WO N DU W DS U DN O DU O O — 0 I I L]
uvig 40585:17,117-63,541 (+)
endolysin (CDS_0027)
integrase (CDS_0032) ABC transporter (VF0818) (CDS_0040) PDC-S15_WP_206299025.1 (CDS_0048)
28 ABC transporter (CDS_0042)
(30 35 ABC transporter (VF0818) (CDS_0039) integrase (CDS_0044) 51
2931 | 3334 [36 37 38 | 4 43 4546 47 | 4950] 5253
I 1 = 0 N N S | I IS E e ]
uvig 483709:17,667-50,263 (+)
PDC-513_ WP_186842295.1 (CDS_0035)
integrase (CDS_0032) PD-Lambda-1 WP_005960421.1 (CDS_0047)
28 ABC transporter (CDS_0041)
[30 36 40 48
27 2931 3334 137 38 39] 42 4344 45 46 149
I — . < B 3 &g |} ] |} AN N
uvig 62819: 17,612-44,694 (+)
endolysin (CDS_0028) PD-Lambda-1_WP_005960421.1 (CDS_0049)
29 PDC-515_ WP_206299025.1 (CDS_0046)
[32 36 39 50
3032 33 3435 [3738] 4041 42 4344 45 | 4748 I51
| S A 0 AN W S S S B B DN N N S RN e .
IMGVR_UViG_3300029492 000242|3300029492|Ga0244090_100087|62795-122630: 17,767-41,936 (+)
endolysin (CDS_0028) PD-Lambda-1_WP_005960421.1 (CDS_0046)
29 PDC-515_WP_206299025.1 (CDS_0043)
[32 36 38 47 53 55
3032 33 3435 [37] 39 4041 42 | 4445 T48 52] 54 [ 56
| S A I BN N S B D D | S AR S NS B NS EEE——
IMGVR_UViG_3300008272_000436|3300008272|Ga0111092_1000274|17481-74940: 17,752-41,366 (+)
PDC-513_ WP_186842295.1 (CDS_0036)
endolysin (CDS_0028) PD-Lambda-1_ WP_005960421.1 (CDS_0061)
integrase (CDS_0033) ABC transporter (VF0818) (CDS_0041) PDC-S35_WP_082176215.1 (CDS_0059)
29 ABC transporter (VF0818) (CDS_0042) major tail protein (CDS_0050) integrase (CDS_0057)
31 37 ABC transporter (CDS_0044)  integrase (CDS_0048) 54 62
3032 | 3435 [38 39 40 | 43 45 46 47 | 49 51 5253 [55 56 58 | 60 Te3 70

I E— I I

uvig_48190:17,751-62,992 (+)
endolysin (CDS_0028)

integrase (CDS_0033) ABC transporter (VF0818) (CDS_0040)

29 ABC transporter (VF0818) (CDS_0041)
31 36 ABC transporter (CDS_0043) 50 52
3032 3435 [37 38 39 | 42 44 45 4647 48 491]51[5354

I S N L 5 10— . | 3 _____§BN | | | | NN
uvig 104453:17,801-51,476 (+)
PDC-S13_WP_186842295.1 (CDS_0034)
endolysin (CDS_0026)
ntegrase (CDS_0031)

35 39
2§30 3233 [36 37 3840

| S N Il
uvig_68304: 17,224-36,404 (+)

PDC-S13_WP_186842295.1 (CDS_0034)

endolysin (CDS_0026)

|ntegrase (CDS_0031) PD-Lambda-1_WP_005960421.1 (CDS_0058)
47 PDC-515_WP_206299025.1 (CDS_0055)
35 39 46 59
2é30 3233 136 37 38[40 41 42 43 4445[484950 51 5253 54 | 5657 160
i

I I — |
uvig 533129:17,108- 54 516 (+
endolysin (CDS, 0027)

|ntegrase (CDS_0032) ABC transporter (VF0818) (CDS_0039) PD-Lambda-1_WP_005960421.1 (CDS_0058)
ABC transporter (VF0818) (CDS_0040) PDC-515_WP_206299025.1 (CDS_0055)
35 ABC transporter (CDS_0042) 59
2§31 3334 [36 37 38 | 4 43 44 45 46 474849 50 51 5253 54 | 5657 160

I
uvig 537656:17,470- 57 737
endolysin (CDS_( 0027)
|ntegrase (CDS_0032) ABC-type heme transporter (VF0739) (CDS_0049) PD-Lambda-1_WP_005960421.1 (CDS_0061)
Fur (VF0113) (CDS_0051) transposase (CDS_0058)
35 39 Lmb (VF0275) (CDS_0050) 62

2531 3334 [36 37 3840 41 42 43 44 45464748 | | | 52 53 54 555657 | 59| ‘ 63

I _ (I —
SRS144135 a 1,Ct24958,v501: 17,470*56,847 (+)
PDC-513_ WP_186842295.1 (CDS_0036)
endolysin (CDS_0028)

ntegrase (CDS_0033)
37 letA_00002 (CDS_0051)
21 holin (CDS 0027) 3632 3435 138 39 4041 42 43 444546 47 48 49 50 5253

uvwg_94892: 17,560—51,130 (+)
PDC-S13_WP_186842295.1 (CDS_0035)
integrase (CDS_0032) PD-Lambda-1_WP_005960421.1 (CDS_0045)
29 PDC-535_WP_082176215.1 (CDS_0043)

30 36 40 42 46
28 [[31 | 3334 137 38 39[a1] |44

I S . S 8 @ B 8§ [ " B} |} ]
OTU_842:17,802-39,660 (+)
PDC-S13_ WP_186842295.1 (CDS_0035)
integrase (CDS_0032)
28
30 36 39
27 2931 3334 13738] 40

. __ _ I N 1T §F I |1 =8 [§F |

uvig 75235:17,610-34.812 (+)

retron_type_VI_hth_cluster2_1 (CDS_0011)

PDC-M04B_WP_210387105.1 (CDS_0012)

PDC-M04A_WP_207706624.1 (CDS_0013)

PD-Lambda-1_WP_005960421.1 (CDS_0015)
16
17

NN i -
uvig_472409:9,800-16,469 (+)
retron_type_VI_hth_cluster2_1 (CDS_0030)
PDC-M04B_WP_2710387105.1 (CDS_0031)

PDC-M04A_WP_207706624.1 (CDS_0032)

PD-Lambda-1_WP_005960421.1 (CDS_0034)

35

2627 28 2})‘ ‘ ‘ 136

I N I | DN U N N NN N e .
MGV-GENOME-0311928:17,103-32,616 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0032)
tail protein (CDS_0020) letA_00002 (CDS_0030)
integrase (CDS_0027) 33
2526 28 29 31 T734 36

R 1 NN WEEE -
uvig 4820: 16,351-30,647 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0031)
letA_00002 (CDS_0029)
32
25 26 27 28 30 133

e 11 ] mEEE -
MGV-GENOME-0305041: 16,351-30,125 (+)
tRNA nucleotidyltransferase (CDS_0032) PD-Lambda-1_WP_005960421.1 (CDS_0044)
30 integrase (CDS_0037) 40 42 45
28 2931 3334 3536 38 39[41[43 146

I . I — | & || | & |8 ]
uvig_53556: 18,006-40,275 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0031)
PDC-S15_WP_206299025.1 (CDS_0028)
endolysin (CDS_0026) ‘ 32

27| 2930 | [a3

N R N N SN S A NN N N E——
MGV-GENOME-0307412: 17,108-31,146 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0034)
PDC-515_WP_206299025.1 (CDS_0031)
35
26 27 2829 30 | 3233 ‘ 36

| [ S N 0 — | NN N
MGV-GENOME-0315555: 17,117-35,484 (+)
PD-Lambda-1_WP_005960421.1 (CDS_0036)
PDC-S35_ WP_082176215.1 (CDS_0034)
endolysin (CDS_0027)
28
30 37
2931 32 33 |35 138

I —— ] —
MGV-GENOME-0311384:17,175-33,589 (+)
16

LN ]
uvig_14671:12,824-14,831 (+)
2 4

I NEEE -
uvig_2155:1-4,043 (+)
endolysin (CDS_0028)
T 30

I B N
MGV-GENOME-0296481: 18,267-26,688 (+)
30

N N
MGV-GENOME-0296869: 18,267-26,748 (+)
RM_Type_lI_Type_ll_MTases_FAM_23 (CDS_0037)
REase_II_00109 Type (EDS_0036)
3032
zslsf 34
27 29733 35

ABCF_Lsa_all-NCBIFAM Lsa family ABC-F type ribosomal protection protein (NFO00167.2) (CDS_0038)

L ———————————]
uvig_224209; 17,705-34,328 (+)
28 30
27 2% 32

I . L J3 ]
MGV-GENOME-0316402: 22,280-27,460 (+)
endolysin (CDS_0027)
integrase (CDS_0032)
28
30 35
2931 3334[ 36
I N I . L L By [N 1]
uvig 157904:17,482-31,633 (+)
[ 10000 nt i
DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation
N — I L] |

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA tmRNA pseudogene
I




