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CDS_0039 | CDS_0041
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transcriptional regulator (CDS_0040)
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methyltransferase (CDS_0040)
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CDS_0043replication initiation protein (CDS_0045)
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DNA binding protein (CDS_0039)

IMGVR_UViG_3300045988_032037|3300045988|Ga0495776_153633 22384:29331(+)
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FbpABC (VF0272) (CDS_0045)
FbpABC (VF0272) (CDS_0044)
LPS (VF0124) (CDS_0042) ‘

39 40 41 Pht(VF0337) (CDS_0043) 46 47 48 49
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uvig 226359 22381:42041(+)

SbcC-like subunit of palindrome specific endonuclease (CDS_0045)
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uvig_170815 22381:39288(+)

antitoxin from a toxin-antitoxin system (CDS_0045)
translation initiation factor (CDS_0048)
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Iron/manganese transport (VF1116) (CDS_0048)
cas9_lI-A_lI-B_II-C_5 (CDS_0046)
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MGV-GENOME-0262000 22381:32654(+)
CDS_0036 CDS_0041
| cDs_0039 DnaC-like helicase loader (CDS_0046)
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IMGVR_UViG_3300045988_030576|3300045988|Ga0495776_062755 22390:30502(+)
CDS_0041

MGV-GENOME-0238847 23787:30558(+)
CDS_0041
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CDS_0040
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amidase (CDS_0033)
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IMGVR_UViG_3300045988_088835|3300045988|Ga0495776_173380 22381:36495(+)
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uvig 91155 1:10134(-), 39464:48798(-)
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uvig_507906 22382:43694(+)

PBP2a family beta-lactam-resistant peptidoglycan transpeptidase MecA2 (NFO00408.1) (CDS_0048)
NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0043)
MutT/NUDIX hydrolase (CDS_0045) ‘
nuclease (CDS_0040) dUTPase (CDS_0046) tRNA nucleotidyltransferase (CDS_0049)

38 39 4142 44 | T 47 | 50 51 52
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uvig 29991 22380:42868(+)
primase (CDS_0045)

endolysin (CDS_0042) 47
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uvig_191331 22381:45402(+)
MutT/NUDIX hydrolase (CDS_0044) NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0053)

Accessory secretion factor (VFO808) (CDS_0045)
dCMP deaminase (CDS_0046)
endonuclease (CDS_0047)  O-antigen (VF0392) (CDS_0051)
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DnaC-like helicase loader (CDS_0045)
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Arc-like repressor (CDS_0047)
39 424344 45 46 48
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| MGVR_UVIG_3300045988_059431|33000-45988 |Ga0495776_109906 24590:35249(+)

tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0051)
NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0040) MazEF__MazF (CDS_0047)
39 41 42 43 44 45 46 [48 49 50 52
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uvig_506698 22114:45576(+)

replication initiation protein (CDS_0044)
CDS_0041
CDS_0034 CDS_0038 T RusA-like Holliday junction resolvase (CDS_0046)
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IMGVR UVIG 3300045988 065163|3300045988|Ga0495776 127232 22086:31422(+)
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SAMNO06164994 a1 _ct12148 23903:30700(+)
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