FbpABC (VF0272) (CDS_0049)
dUTPase (CDS_0053)
endolysin (CDS_0040) integrase (CDS_0051)
3739 42 peptidase (CDS_0047) 55
[38] | 41743 44 4546 | 48 | 50 | 5254

(N S - I N N DS N S peean
uvig_169165:37,639-51,484 (+)
FbpABC (VF0272) (CDS_0050)
peptidase (CDS_0048)
47
44 4546] 49 excisionase (CDS_0052)

N N - L J ;B | ' '}
uvig 363527:37,609-51,498 (+)
FbpABC (VF0272) (CDS_0048)
44 4546 47| 49 505152
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uvig_552994:37,609-53,363 (+)

peptidase (CDS_0047)
44 45 46 4849 50

I - I | N
uvig_176180:37,607-52,851 (+)

46
& 43 4445 47
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uvig_317183:37,611-48,520 (+)

peptidase (CDS_0046)

43 4445147 48 53

TN T T —— ]
uvig_32631:37,088-49,175 (+)

43

I - oo
MGV-GENOME-0373085: 37,611-45,315 (+)
44 45

N S - —_—
uvig_198987:37,629-47,225 (+)
44 45

N - L L

uvig 46416:37,607-46,933 (+)

DS-15__DS-15A (CDS_0045)
44 T 46

N — . —
uvig_309129:37,629-48,489 (+)

474

N S . L L L)
IMGVR_UViG_3300029828_000296|3300029828|Ga0244885_100094(11928-135727: 37,608-45,854 (+)
excisionase (CDS_0048)
excisionase (EDS_0047)
excisionase (6DS_0045)
49
integrase (CDS_0044) 46 | | 50

N - N N N .
IMGVR _UViG_3300045988_132965|3300045988|Ga0495776_151022:37,608-49,049 (+)
excisionase (CDS_0048)
excisionase (EDS_0047)
excisionase ((fDS_0045)
49
integrase (CDS_0044) 46 | [ 50

L ] I N N S AN
MGV-GENOME-0373146:37,608-49,049 (+)
Mecl_of_mecA-NCBIFAM mecA-type methicillin resistance repressor Mecl (NFO00243.1) (CDS_0047)
51 583
44 4546 | 48 4950] 52 [54 55 56

[ — [ [ ] L e e
uvig_228727:37,608-56,941 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S120) (CDS_0050)
recD_IV-D_1 (CDS_0049)
44 4546 47 48 | 51 52 53
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|
]

— [ ] . I — A NN BN S
uvig_30748: 37,608-56,684 (+)
anti-CRISPR-Cas evasion by DNA repair (AP1S120) (CDS_0052)
47  recD_IV-D_1(CDS_0051)
44 454648 49 50 | 53 54 55

[ - N — I— N R .
IMGVR _UViG_3300045988_130500|3300045988]Ga0495776_159918:37,609-58,304 (+)
RNA polymerase sigma factor (CDS_0056)
SigF (VF0294) (CD5_0054)
endonuclease (CDS_0061)
60
57 58 59 | 62

peptidase (CDS_0047) 51
44 4546 | 48 49 50[52 53 55
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uvig_70297:37,614-63,417 (+)

47
44 4;5&6:&8 51 56 anaerobic ribonucleoside reductase large subunit

N - LT L1 1 = ]
uvig 48706:37,610-49,491 (+)

anaerobic ribonucleoside reductase large subunit (CDS_0049)
excisionase (CDS_0044)

I E— - -
MGV-GENOME-0375310: 37,628-45,364 (+)
45

I - NN
IMGVR_UViG_3300045988_124348|3300045988|Ga0495776_034349:38,935-48,026 (+)
excisionase (CDS_0045)
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IMGVR_UViG_3300045988_116731|3300045988|Ga0495776_151000: 38,916-47,833 (+)
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MGV-GENOME-0373547:38,351-47,060 (+)
excisionase (CDS_0045)

I —— [ -
uvig_582026:38,934-47,738 (+)
excisionase (CDS_0044)
48 unknown function (CDS_0051)
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IMGVR_UViG_3300045988_124940|3300045988|Ga0495776_163786:38,352-47,342 (+)
44
43] 45 46 47
[ - L e e
uvig_203011:37,608-49,666 (+)
ATPase (CDS_0052)

44 45 4647 48 49 50 51 | 53 54 55 565758 59

-
uvig 269662: 37,605-73,319 (+)
ATPase (CDS_0051)
44 454647 48 49 50 | 52 53 54 555657 58
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uvig_544623:37,608-72,750 (+)
44 45 46
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uvig 141702:37,608-44,792 (+)
integrase (CDS_0051)
45 46 47 484950 52 53 54 55 56 57 58 59 60
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uvig 445974:35,281-62,640 (+)
retron_type_VI_hth_cluster2_1 (CDS_0057)
transcriptional repressor (CDS_0045)
anti-RM (APIS108) (CDS_0052)

excisionase (CDS_0047)
50 capH (CDS_0056)

44 48 4951 | 53 5455] | 58
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IMGVR_UViG_3300045988_130538|3300045988|Ga0495776_181030: 38,917-56,613 (+)
retron_type_VI_hth_cluster2_1 (CDS_0055)
anti-RM (APIS108) (CDS_0050)

excisionase (CDS_0045)
48 capH (CDS_0054)

46 4749 | 51 5253] | 56
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IMGVR_UViG_3300045988_131982|3300045988|Ga0495776_163738:38,917-56,328 (+)
retron_type_VI_hth_cluster2_1 (CDS_0055)
anti-RM (APIS108) (CDS_0050)

excisionase (CDS_0045)
48 capH (CDS_0054)

integrase (CDS_0044) | 46 47/49 | 51 52 53] | 56

| [ ] 1 Bl & ' B’ "B ]/ |}
MGV-GENOME-0374120: 37,611-56,328 (+)
48
4649 51 53
44 45 47150[57
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MGV-GENOME-0377105: 37,190-47,789 (+)
integrase (CDS_0045)
48
49
4750 52 54
44 46[||]51[53]55 57 58 excisionase (CDS_0060)
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MGV-GENOME-0379914: 37,608-55,286 (+)
AbiLi-1 AbiLi (CDS_0056) 68 82
46 58 69 73 80 |83
44 45747 48 49 50 5152 53 54 55 57 [5960 61 6263 64 65 66 67“@72TE7§76 77 7879] 81 | [8485 86
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IMGVR_UVIG_3300045988_186963|3300045988|Ga0495776_149870[4919-166800: 37,608-84,270 (+)
AbiLi-1 AbiLi (CDS_0056) 82
46 58 68 72 80 83
44 45747 48 49 50 5152 53 54 55 57 [5960 61 6263 64 65 66 67 |697071] 73 747576 77 7879] 81| [8485 86

|
|
|
I
|

I R . . — I — | L
IMGVR_UViG_3300045988_185070|3300045988|Ga0495776_101719|207-162534: 37,609-85,000 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0093)
AbiLi-1 AbiLi (CDS_0056) 68 82
46 58 69 73 80 |83 87
44 45747 48 49 50 5152 53 54 55 5715960 61 6263 64 65 66 67|[707172| 747576 77 78 L?TBlTTS@ 86 | 888990 91 92
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MGV-GENOME-0378572: 37,608-89,188 (+)
AbiLi-1 AbiLi (CDS_0056) 82
46 58 68 72 80 83 87 93
44 45747 48 49 50 5152 53 54 55 5715960 61 626364 65 66 67 [697071] 73 747576 77 7879] 81 | [8485 86 | 888990 91 92
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MGV-GENOME-0377485: 37,609-89,708 (+)

43 46
T4 45 147 48

o N D
MGV-GENOME-0377483:40,311-48,689 (+)
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