replication initiation protein (CDS_0043) HNH endonuclease (CDS_0048)

42 44 45 46 47 49 50 51 52 5354 55 56 57 58

IMGVR_UViG_3300045988_170583|3300045988|Ga0495776_179426:31,031-38,346 (+)
HNH endonuclease (CDS_0048)
47 49 50 51 52

MGV-GENOME-0305231:31,031-38,346 (+)
42 43 44 45 46 47 48 49 5051 52 53 54 55 56 57 58 60 61

MGV-GENOME-0296364: 28,827-39,739 (+)
47 50 5152 53 54 57

— - . E—— I R | E—
MGV-GENOME-0292107:31,527-38,877 (+)

50 51 52 53

IMGVR_UViG_3300045988_160163|3300045988|Ga0495776_086449:31,527-38,758 (+)
HNH endonuclease (CDS_0050)
47 48 49 51 52 53 54 55

—
uvig_590433:30,137-38,440 (+)
MTase_lI_00074 Type (CDS_0041)

39 40 42 43 44 45 46 50
I s ) S S S — —
IMGVR_UViG_3300045988_126465|3300045988|Ga0495776_029480: 24,817-34,154 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0051)
MTase_lI_00074 Type (CDS_0056)
41 47 48 49 50 52 5354 55 57 58 59 60 61 62

I E—
MGV-GENOME-0303014: 29,640-41,734 (+)
48 49 50 51 52 53 54 55

| e —
uvig 592889:29,975-39,264 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0047)
40 41 46 48 49 50 51 52 53
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HNH endonuclease (CDS_0047)
45 46 48 49 50 51 52 53 site-specific recombination directionality factor RDF (CDS_0057)

|

I

g

I

5
:

. e E—
IMGVR_UViG_3300045988_156141|3300045988|Ga0495776_056219:29,860-37,488 (+)

HNH endonuclease (CDS_0047)

45 46 48 49 50 51 52 53 59 60 61
DE— S DL DD DBEDEER o DL D
MGV-GENOME-0286504: 29,860-38,592 (+)

oMTase_00015 orphan (CDS_0040)
HNH endonuclease (CDS_0044)
39 41 42 43 45 46 47 48 49 50 51 52 55 56 57 site-specific recombination directionality factor RDF
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GVR_UViG_3300045988_146546|3300045988|Ga0495776_159308: 28,125-37,978 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0044)
HNH endonuclease (CDS_0047)
45 46 48 49 50 51 52
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IMGVR UViG_3300045988 146550|3300045988IGaO495776 092893:29,764-38,924 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0044)
HNH endonuclease (CDS_0047)

43 45 46 48 49 50 51 52
DE— S DL O DOEODE- DL EEDUU L e D
MGV-GENOME-0291880:29,764-38,924 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0046)
42 43 44 45 47 48 49 50 5152 53 54 55 62

IMGVR_UViG_3300045988_161396|3300045988|Ga0495776_157295:26,550-36,918 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0047)
44 45 46 48 49 50 51 52 53 54 55 56 57

1 A N I N B N B
uvig 366848:28,597-39,508 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0048)
MTase_ll_00074 Type (CDS_0050)
47 | 49 51 52 53 54 55 56 57 58 59 60

I — L [ | B ;N |}
IMGVR_UViG_3300045988_135431|3300045988|Ga0495776_138032:28,952-40,061 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0041)
MTase_ll_00074 Type (CDS_0043) HNH endonuclease (CDS_0049) 54
40 | 42 44 45 46 47 48 50 51 52 53 |55

IMGVR_UVIG 3300045988 . 140030|3300045988|Ga0495776_155107: 26 813-37,414 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0046)
HNH endonuclease (CDS_0050)
MTase_lI_00074 Type (CDS_0051)
45 47 48 49 I 52 53 54 55 56 57 58 59 65
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uvig_223834:26,682-38,159 (+)
MTase_lI_00074 Type (CDS_0051)
43 44 45 46 47 48 49 50 52 53 54 55 56 57 58 64

IMGVR_UViG_3300045988_125521|3300045988|Ga0495776_098489:28,256-40,792 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0048)
47 4950 51 52 53 54 55 56 57 58 63
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IMGVR_UViG_3300045988_151291|3300045988|Ga0495776_155081:28,318-38,733 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0048)
47 4950 51 52 53 54 55 56 57 58

MGV-GENOME-0310131:28,318-38,733 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0048)
46 47 49 50 51 52 53 54 55

uvig 17897:28,366-38,031 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0050)
47 48 49 51 52 53 54

uvig_382499: 31,308-40,841 (+)
HNH endonuclease (CDS_0051)
44 45 464748 49 50 | 52 53 54 55

uvig_23999:28,983-39,305 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0048)
41 47 49 50 51 52 53 54 55 56 57
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nucleoside triphosphate pyrophosphohydrolase (CDS_0048)

nucleotide kinase (CDS_0047)
45 46 I 49 50 51 52 53 54 55 56
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nucleoside triphosphate pyrophosphohydrolase (CDS_0049)

41 43 47 48 505152 53 54 55 56 57 58
[, S T, T Ty e N T/ S S R R, By W
MGV-GENOME-0296485:29,379-39,731 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0049)
HNH endonuclease (CDS_0054)
48 50 51 5253 55 56 57 58 59 60 61 62 64
/D T, —; E— N R T S W by W )
MGV-GENOME-0300157: 28,469-39,327 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0049)
HNH endonuclease (CDS_0054)

50 51 5253 55 56 57 5859 60 61 62
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IMGVR_UViG_3300045988 106202|3300045988IGa0495776 180022: 28,469-39,327 (+)
47 48 49 50 51 52 53 54 55 56 57 58 59 60 66 67
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MTase_lI_00074 Type (CDS_0057)
48 49 50 51 5253 54 55 56 58 59 60 61 62

N
iy

I
I
I
i

|

I S—— R R S EE——
IMGVR_UViG_3300045988_111387|3300045988|Ga0495776_169471:28,546-40,194 (+)

45 46 47 48 49 50 51 52 53 54
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IMGVR_UVIiG_ 3300045988 _121425|3300045988|Ga0495776_174584:29,192-38,592 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0052)
49 50 51 53 54 5556 57 58 59

MGV-GENOME-0336946: 29,565-40,103 (+)
nucleoside trlphosphate pyrophosphohydrolase (CDS_0047)
48 49 50 51
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IMGVR_UViG_3300045988_131577|3300045988|Ga0495776_154767:28,415-37,165 (+)

nucleoside triphosphate pyrophosphohydrolase (CDS_0049)
46 47 48 50 51 52 53 54 55

I N N S N S S B D E— —
uvig_596848:28,395-38,997 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0052)
RM_Type_ll_Type_ll_MTases_FAM_1 (CDS_0050)
nucleotide kinase (CDS_0049) ‘ HNH endonuclease (CDS_0058)

47 48 I 51 53 54 5556 57 59 60 61

N S S
IMGVR_UViG_3300029365_000531|3300029365|Ga0243866_1000478|1-47321:28,492-40,882 (+)
nucleoside trlphosphate pyrophosphohydrolase (CDS_0055)
56 57 58 59
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IMGVR_UViG_3300045988 147533|3300045988IGa0495776 086441:31,058-41,206 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0051)
RM _Type_ll_Type_Il_MTases_FAM_2 (CDS_0048) MTase_lI_00074 Type (CDS_0056)
47 50 5253 54 55 57 58 59 60 61
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ivig_1250:28,139-39,319 (+)
MTase_II_00074 Type (CDS_0046)
38 39 40 41 42 43 44 45 47 48 49 50 51 54

D B R B —— LI |
IMGVR_UViG_3300045988_115632|3300045988|Ga0495776_163904:25,735-37,467 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0051)
nucleotide kinase (CDS_0050, HNH endonuclease (CDS_0055)
49 I 52 53 54 56 57 58 59 60 61

IMGVR_UVIiG_: 3300045988 _129718|3300045988|Ga0495776_136127:29,310-39,970 (+)
nucleoside triphosphate pyrophosphohydrolase (CDS_0050)
MTase_l1_00074 Type (CDS_0052)
4748 49 | 51 53 55

MGV-GENOME-0280849:27,537-35,945 (+)
5000 nt !
DNA, RNA and nucleotide metabolism integration and excision other unknown function defence (DefenseFinder) defence (PADLOC)
I




