tail fiber protein (CDS_0005)
tail protein (CDS_0007)
tail protein (CDS_0008)
UG35_UvrD (CDS_0001) 2 34 6 | 910 11 endolysin(CDS_0012)

E— e e ————
uvig_237268:1-12,933 (+)

UG35_UvrD (CDS_0001) 2 3 4 5 tail protein (CDS_0006)

I
uvig 325556:1-12,626 (+)
UG35_UvrD (CDS_0001) 2 3 tail protein (CDS_0004)

uvig_320152:1-10,311 (+)
Lamassu-Fam__LmuB_SMC_Cap4_nuclease_ll (CDS_0062)
59 PtuA1_00041 AAA (CDS_0054)
63 61605857 56 55 53 tail protein (CDS_0052)

e ee——a 1 1 N ] (N e | —
IMGVR_UViG_3300029487_000180|3300029487|Ga0244179_100493: 25,650-38,749 (-)
tail fiber protein (CDS_0053)
54 52 tail protein (CDS_0051)
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IMGVR_UViG_3300030319_000181|3300030319|Ga0244979_100801: 25,631-38,735 (-)
MTase_l_00107 Type (CDS_0074)
holin (CDS_0073)
PD-Lambda-1_WP_005960421.1 (CDS_0086) 79
90 87 8584 83 82 81807877 76 75

71 68
72 [7069 67 66 65 tail protein (CDS_0064)

uvig_223842:31,535-53,521 ()
MTase_I1_00107 Type (CDS_0011)
endolysin (CDS_0007) holin (CDS_0012)
UG35_UvrD (CDS_0001)
2 34 56 |8 9 10

14
13 [1516 17 18 tail protein (CDS_0019)

[
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uvig_1644:1-18,388 (+)

MTase_|I_00107 Type (CDS_0071)
77 holin (CDS_0070)

78 68 66
8584 83 82 8180 79ﬂ76 7574 73 72 T 69 67T 65  64tail protein (CDS_0063)

uvig 257717:31,426-53472(-)

co-chaperonin GroES (CDS_0007) MTase_l1_00107 Type (CDS_0021)
GroEL (VF0594) (CDS_0008) holin (CDS_0022)
levanase (CDS_0005) ‘ 11 14 16

24
UG35_UvrD (CDS_0001) 2 3 4 DNAbindingprotein (CDS_ 0006) 9 10[1213 [15 1718 19 20 T 23 25 26 27 tail protein (CDS_0028)
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uvig_137935:1-28,007 (+)
co-chaperonin GroES (CDS_0108) MTase_I1_00107 Type (CDS_0094)
GroEL (VF0594) (CDS_0107) tail protein (CDS_0089)
104 100 holin (CDS_0093)

105] 102 o9 91
92 [90 88 87

106 | 1031019897 96 95
1 N O O e e N —
uvig 311732:51,545-68,749 (-)

-
|
%

MTase_lI_00107 Type (CDS_0007)
holin (CDS_0008)

UG35_UvrD (CDS_0001) 2 34 5 6 9 Tli 12 13 tail protein (CDS_0014)
L ———— 11— ¥ | | "B ——
SAMEA2737770_a1_ct106859_vs1: 1-17,514 (+)

PtuB1_00031 Unknown (CDS_0078) MTase_lI_00107 Type (CDS_0067)

tRNA-Arg(ACG) holin (CDS_0066)
PtuA1_00041 AAA (CDS_0079) 74 64
8685 8180 | 77 76 | 75 [73 72 717069 68 6563 62 61 tail protein (CDS_0060)
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uvig 217157:30,176-52,570 (-)
toxin-antitoxin system HicB-like (CDS_0063)
tail fiber protein (CDS_0060)
toxin (CDS_0064)
65] |62 61 tail protein (CDS_0059)

|
2
10,2
|

3

.| L ' ]
uvig 299138:29,505-41,999 (-)
toxin-antitoxin system HicB-like (CDS_0060)
dCMP deaminase (CDS_0059)
toxin (CDS 0061)
62] | | 58 57 56 55 54 tail protein (CDS_0053)

uvig 389818:28,138-45,897 (-) =
NLR_like_bNACHTO1_NLR_like_bNACHTO1 (CDS_0073)
toxin-antitoxin system HicB-like (CDS_0067)
PDC-531_WP_063883643.1 (CDS_0072)
toxin (CDS_0068)
69 \66 65 64 63 6261 60 59 tail protein (CDS_0058)

B
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uvig_135883:28,346-47,039 (-)
toxin-antitoxin system HicB-like (CDS_0086)
dCMP deaminase (CDS_0085) FarAB (VF0450) (CDS_0080)
toxin (CDS_0087) | [84 83 82 81 79 78 7776 75 74 73 72 71 70 69 68 tail protein (CDS_0067)

uvig 309379:32,526-61,516 (-)
toxin-antitoxin system HicB-like (CDS_0082)
dCMP deaminase (CDS_0081) FarAB (VF0450) (CDS_0077)
toxin (CDS_0083) | [ 80 79 78 76 75 7473 72 71 70 69 68 67 66 65 64 tail protein (CDS_0063)

[ § 35 ' ' 9§ ! ] "4 ‘' ' ]
uvig_250589:30,467-59,425 (-)
toxin-antitoxin system HicB-like (CDS_0088)
dCMP deaminase (CDS_0087) FarAB (VF0450) (CDS_0083) 68
86 85 84 82 81 8079 78 77 76 75 74 73 72 71 70 69| 67 tail protein (CDS_0066)
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uvwg 232054 32,353-65. 317( )
10000 nt i
DNA, RNA and nucleotide metabolism lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function defence (DefenseFinder)
— I L]

defence (PADLOC) virulence (VFDB) tRNA
I




