transcriptional repressor (CDS_0046)
deoxyribonucleoside 5' monophosphate phosphatase (CDS_0037) transcriptional regulator (CDS_0048)
primosomal protein (CDS_0044) HNH endonuclease (CDS_0049)
38 39 40 41 42 43 45 50 51 52 53

47
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IMGVR_UViG_2690316296_000007|2690316296]2690371263|85844-127189: 28,090-38,204 (+)
replication initiation O-like (CDS_0038)
primosomal protein (CD\S_OOS?)
39

I I
MGV-GENOME-0259922:24,413-29,273 (+)
baseplate wedge subunit (CDS_0021)

MTase_l1_00118 Type (CDS_0039)
primosomal protein (CDS_0037)

short tail fiber protein (CDS_0022) excisionase (CDS_0027) transcriptional regulator (CDS_0034)
baseplate protein 23 24 25 integrase (CDS_0026) 29 30 31 32 33
I I D B D S— I L & ' |
uvig 354635:15,773-29,281 (+)
tail fiber assembly (CDS_0023)
tail fiber protein (CDS_0022) 24 Menshen_NsnA (CDS_0025) 29 30 31 32 33 transcriptional regulator (CDS_0034)

%

uvig 394779:15,769-28,892 (+)
tail fiber protein (CDS_0022)
baseplate protein (CDS_0020) 25 26 27 28 29 transcriptional regulator (CDS_0030)
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MGV-GENOME-0219900: 14,724-24,844 (+)

35 36 3738 39 transcriptional regulator (CDS_0040)

TemPhD_cluster_41899:25,857-33,496 (+)
32 33 3435 36 37 38

TemPhD_cluster_49865:24,441-32,288 (+)

transcriptional regulator (CDS_0037)
32 33 3435 36 primosomal protein (CDS_0040)

TemPhD_cluster_36715_:25,337-32,988 (+)
3738 39 40 transcriptional regulator (CDS_0041)

— — T | —
uvig_116805:25,619-32,425 (+)

34 35 3637 38 transcriptional regulator (CDS_0039)

TemPhD_cluster_36704_:24,725-31,726 (+)
35 36 transcriptional regulator (CDS_0037)

f

IMGVR_UViG_2778261089_000001|2778261089|2778277966:27,263-33,610 (+)
3031 32 transcriptional regulator (CDS_0033)

f

MGV-GENOME-0247714:19,438-25,785 (+)
40 41 42 primosomal protein (CDS_0045)

IMGVR_UViG_2778261641_000011|2778261641|2778332164(80811-121448:27,381-34,766 (+)
3334 35 36

f

TemPhD_cluster_61378:25,408-31,755 (+)
tail fiber assembly (CDS_0024)
short tail fiber protein (CDS_0023) 25 LPS(VF0124) (CDS_0026) 27 2

~0

30 3132 33 34

transcriptional regulator (CDS_0035)

uvig_110542:15,482-29,803 (+)

28 33 34 35 36
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IMGVR_UViG_2721755709_000003|2721755709|2721801308|3275091-3318560: 26,994-35,163 (+)
34 85 36 37 38 &
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IMGVR_UViG_2540341091_000003|2540341091|2540348122|965747-1008993: 27,081-34,977 (+)
36 37 38 39 40 transcriptional regulator (CDS_0041)

TemPhD_cluster 41823:26,325-33,572 (+)
DEDDhA_L_I_IN_IV_V_VI_1 (CDS_0034)
excisionase (CDS_0033)
35 40 41 42 43

IMGVR_UViIG_2563366996_000015|2563366996]2563401087|55377-95358: 23,218-32,781 (+)
34 35 36 37 38 39

E

IMGVR_UVIG_2526164668 000024|2526164668]2526183284(24506-63873: 24,048-31,946 (+)
35 36 37 transcriptional regulator (CDS_0038)

f

TemPhD_cluster_29790: 26,502-33,095 (+)
31 32 33 transcriptional regulator (CDS_0034)

uvig_115567:20,277-26,870 (+)
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35 36 37 38

w
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TemPhD_cluster_50028:25,227-32,345 (+)

31 32 transcriptional regulator (CDS_0033)

— — W
uvig 255168:21,228-29,368 (+)
36 37

w
©

39 transcriptional regulator (CDS_0040)

TemPhD_cluster_23594 :26,346-33,486 (+)
36 37 38

IMGVR_UVIG_2585427743 000011|2585427743]2585455556(22426-62029:25,781-33,108 (+)
short tail fiber protein (CDS_0023)
baseplate wedge subunit (CDS_0020) integrase (CDS_0024) 2829 30 transcriptional regulator (CDS_0031)

%

MGV-GENOME-0291117:14,932-25,884 (+)

tail assembly chaperone (CDS_0023) 2829 30 transcriptional regulator (CDS_0031)
T~~~ ————————~——— L] I NN N U
MGV-GENOME-0278822: 14,724-26,138 (+)
28 29 30 31 transcriptional regulator (CDS_0032)
I S — -_ L & ! |
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MGV-GENOME-0237315: 14,932-26,413 (+)
tail fiber protein (CDS_0022) 27 28 2

o

30 transcriptional regulator (CDS_0031)

e e |
MGV-GENOME-0236005: 14,390-26,607 (+)
UmuD-like protein (CDS_0030)
2728 29 transcriptional repressor (CDS_0031)

%

MGV-GENOME-0235383: 14,312-25,384 (+)
tail fiber assembly (CDS_0024)

tail fiber protein (CDS_0023) 25 2829 30 transcriptional regulator (CDS_0031)
I L& [\ | —
uvig_316764:14,932-24,488 (+)
Borvo_ BovA (CDS_0023) 24 27 28 29 transcriptional regulator (CDS_0030)
e I I L& L | O
MGV-GENOME-0227110:14,312-26,109 (+)
34 35 36 37 38 39 40
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IMGVR_UViG_2579779007_000006|2579779007|2579841316|87555-129373: 25,758-34,677 (+)

Cl-like repressor (CDS_0038)
68 34 3536 37 39

— —
TemPhD_cluster_27600:25,179-33,209 (+)

Cl-like repressor (CDS_0037)
32 33 3435 36 Retron_VI_HTH (CDS_0038)

2*

IMGVR_UVIG_2537562195_000009|2537562195|2537633451]|1654686-1696700: 23,678-31,693 (+)
Cl-like repressor (CDS_0040)
35 36 3738 39 Retron_VI_HTH (CDS_0041)

I —
TemPhD_cluster_32305:27,274-34,639 (+)

Cl-like repressor (CDS_0040)
3839 Retron_VI_HTH (CDS_0041)

TemPhD_cluster_24554:26,993-34,817 (+)
Cl-like repressor (CDS_0042)
3940 41 Retron_VI__HTH (CDS_0043)

E*

TemPhD_cluster_22657:27,251-33,988 (+)

Cl-like repressor (CDS_0032)
31 Retron_VI__HTH (CDS_0033)

uvig_108335:21,683-28,830 (+)
Cl-like repressor (CDS_0037)
33 34 35 36 Retron_VI_HTH (CDS_0038)

I —
TemPhD_cluster_49881:24,819-32,620 (+)

Cl-like repressor (CDS_0040)
38 39 Retron_VI_HTH (CDS_0041)

IMGVR _UVIG_2617271049 000009|2617271049]2617331335|13926-54317:25,796-34,725 (+)
Cl-like repressor (CDS_0036)
34 35 Retron_VI_HTH (CDS_0037)
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|
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TemPhD_cluster_61521:23,213-30,986 (+)

transposase (CDS_0036) Retron_VI__HTH (CDS_0038)
33 34 35 Cl-like repressor (CDS_0037)
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IMGVR _UVIG_ 2585427764 000009|2585427764|2585459048(12-40562: 24,097-33,231 (+)
Cl-like repressor (CDS_0041)
39 40 Retron_VI_HTH (CDS_0042)

TemPhD_cluster_19771:26,366-34,790 (+)
Retron_VI_HTH (CDS_0034)
transcriptional regulator (CDS_0036)
33 37 replication protein (CDS_0038)

I D —
TemPhD_cluster_40769: 28,619-39,068 (+)
33 replication initiation O-like (CDS_0038)

| _ -
IMGVR_UViIG_2718218452_000013|2718218452|2718229259|3906682-3953181: 30,487-40,268 (+)
Cl-like repressor (CDS_0035)
34 Retron_VI_HTH (CDS_0036) transcriptional activator (CDS_0040)

)

TemPhD_cluster_20538:26,308-33,618 (+)

Cl-like repressor (CDS_0035)
34 Retron_VI__HTH (CDS_0036)

z+

TemPhD_cluster_20529: 26,309-32,802 (+)
ParA-like partition protein (CDS_0039)
3637 38 40 41

|
TemPhD_cluster_11243: 26,423-34,505 (+)

ParA-like partition protein (CDS_0037)
3435 36 38 39

I
TemPhD_cluster_21183:24,412-32,494 (+)

ParA-like partition protein (CDS_0039)
|-like repressor (CDS_0040)
34 35 3637 38 | 41
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TemPhD_cluster_27574:24,818-34,204 (+)

36 37 38 39
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IMGVR_UViG_2554235179_000013|2554235179|2554273506|3774-43700: 24,227-32,612 (+)
34 85 3637 38 39 40 41
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IMGVR_UViG_2687453530_000005|2687453530|2687454282|3671857-3714607: 26,824-35,597 (+)
33 34 35 36 37 38 39 40

i

IMGVR _UViG_2547132281 000014|2547132281]2547213540(|31378-71848:24,134-33,153 (+)
ParA-like partition protein (CDS_0032)
31 33 34

IMGVR _UViG_2897346870_000006|2897346870|2897346870|3722741-3764562:24,416-33,365 (+)
ParA-like partition protein (CDS_0034)
|-like repressor (CDS_0035)
33 | 36

|
|
I
I
.

I I
TemPhD_cluster_48410: 28,691-37,758 (+)

ParA-like partition protein (CDS_0040)

N
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42

IMGVR _UVIG_ 2541047846 _000008|2541047846|2541174959|53742-94373:23,138-33,799 (+)
CllI-like regulator (CDS_0039)
363738 transcriptional regulator (CDS_0040)
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TemPhD_cluster_61712:21,943-31,383 (+)

35 36 transcriptional repressor (CDS_0037)
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TemPhD_cluster_48091:29,842-37,929 (+)

33 34 35 transcriptional activator (CDS_0039)

TemPhD_cluster_60019: 28,790-37,275 (+)
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IMGVR _UVIG_2541047752_000002|2541047752|2541170982|209589-249345: 25,208-32,382 (+)
UmuD-like protein (CDS_0037)
34 85 36 transcriptional repressor (CDS_0038)

TemPhD_cluster_36852_:24,853-32,658 (+)
29 30 31 32 33

)
X

IMGVR_UViG_2541047913 000004|2541047913]2541178066|37829-79950: 24,278-34,064 (+)
3435 36 transcriptional repressor (CDS_0037)
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TemPhD_cluster_23283: 32,487-40,489 (+)

3738 39 40 41

i

IMGVR_UViG_2909303794_000010/2909303794|2909303794|3923312-3967378: 28,464-35,035 (+)
UmuD-like protein (CDS_0040)
36 37 38 39 transcriptional repressor (CDS_0041)

TemPhD_cluster_32267:26,388-34,086 (+)
UmuD-like protein (CDS_0031)
30 transcriptional repressor (CDS_0032)

|
I
:

uvig_580249: 20,930-27,014 (+)
34 35 36

IMGVR_UViG_2561511241_000001|2561511241|2561542231|293501-334144:27,218-33,281 (+)
UmuD-like protein (CDS_0040)
36 37 38 39 transcriptional repressor (CDS_0041)
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TemPhD_cluster_42412:25,470-32,885 (+)

37 38 39

E

IMGVR_UViG_2721755496_000006|2721755496|2721800922|3679468-3720335: 26,153-34,164 (+)
38 39 40 41 42 transcriptional repressor (CDS_0043)

ivig_2626:29,262-36,890 (+)
34 35 36

E

TemPhD_cluster_17569:26,918-32,622 (+)
32 33 34

i

IMGVR_UViG_2541047828_000002|2541047828|2541174281(20564-59701: 24,940-31,684 (+)
tail fiber assembly protein (CDS_0024)
virion structural protein (CDS_0025) UmuD-like protein (CDS_0030)

tail fiber protein (CDS_0022) \ 27 28 29 transcriptional repressor (CDS_0031)

MGV-GENOME-0228585:14,312-26,638 (+)
transcriptional regulator (CDS_0038) 39 replication protein (CDS_0040)

TemPhD_cluster_42250: 24,959-35,007 (+)
transcriptional regulator (CDS_0035) 36 replication protein (CDS_0037)

ivig_1358:18,655-28,113 (+)
transcriptional regulator (CDS_0042) 43 replication protein (CDS_0044)

— I E—
uvig 586835:27,767-37,310 (+)
transcriptional repressor (CDS_0044)

transcriptional regulator (CDS_0046)
UmuD-like protein (CD5_0043) 47 replication protein (CDS_0048)

TemPhD_cluster_27758:26,360-34,254 (+)
UmuD-like protein (CDS_0036)
34 35 transcriptional repressor (CDS_0037)

uvig 187611:25377-34,264 (+)
36 37 38 39 43 44

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail
I L]

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) tRNA
I

transcription regulation
|



