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DNA methyltransferase (CDS_0048)

46 47 | 49 50 51

N B N S
uvig 153763:27,706-35,952 (+)
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transposase (CDS_0044)
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tRNA-Undet(NNN)
45
44] 46 474849
HEE B D N RN .
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MGV-GENOME-0329410: 27,365-34,798 (+)
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IMGVR_UViG_3300045988_057467|3300045988|Ga0495776_046955: 27.678-34,749 (+)
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IMGVR_UViG_3300045988_033251|3300045988|Ga0495776_165721: 27,207-34,154 (+)
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IMGVR_UViG_3300045988 069424|3300045988|Ga0495776_176768:27,859-32,302 (+)
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MGV-GENOME-0305705: 27,684-33,680 (+)
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IMGVR_UViG_3300045988_027371|3300045988|Ga0495776_068814:26,931-35,107 (+)
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IMGVR_UVIG_3300045988 069232|3300045988|Ga0495776_171067:27,386-33.411 (+)
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PDC-M64C_WP_110053925.1 (CDS_0047)
transposase (CDS_0049)
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e . I B SR N B AN -
SAMEA2737694 al ct23922 vs1:27,365-38,191 (+)
PDC-M64C_WP_110053925.1 (CDS_0044)
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PDC-M64C_WP_110053925.1 (CDS_0049)
transposase (CDS_0051)
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44

45 46|48 49 505152

(i 1w N | 4T N |
MGV-GENOME-0313978: 27,489-35,420 (+)
PDC-M64C_WP_110053925.1 (CDS_0045)
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IMGVR_UViG_3300045988_083513|3300045988|Ga0495776_146994:27,831-34,894 (+)
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RelE-like toxin (CDS_0051)
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IMGVR_UViG_3300030035_000187|3300030035|Ga0245021_100237|3-55989:27,843-40,655 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0056)

PEB1 (VF0327) (CDS_0059) transcriptional repressor (CDS_0066)
clamp loader of DNA polymerase (CDS_0052)  mads_8 (CDS_0057) integrase (CDS_0064)
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transposase (CDS_0049)
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IMGVR _UViG_3300029131_000075|3300029131|Ga0168790_100317:27,365-38,452 (+)
clamp loader of DNA polymerase (CDS_0049)
DinG CAS-IV-A; (CDS_0053)
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radical SAM domain-containing protein (CDS_0046)
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MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0053)
AdsA (VF0422) (CDS_0048)
45 PEB1 (VF0327) (CDS_0056)
46 mads_8 (CDS_0054) PDC-M64C_WP_110053925.1 (CDS_0061)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0046)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0052)
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transcriptional repressor (CDS_0047)
48
44 45 46| 4950

NN BN S N N S
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transcriptional repressor (CDS_0049)
transposase (CDS_0046)
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transcriptional repressor (CDS_0046)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0046)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0048)
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transcriptional repressor (CDS_0050)
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transcriptional repressor (CDS_0060)
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PEB1 (VF0327) (CDS_0051) transposase (CDS_0058) 62
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51

47 48 4950 52

N N BN BN S A —
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transcriptional regulator (CDS_0050)
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clamp loader of DNA polymerase (CDS_0049)

51
46 4748 5052
I-I [ [ L]
uvig_270367: 27 264-34, 786( )
38 43 45 48

3637] 4142 44 | 4647 49

(NN NN N N O N
IMGVR _UViG_3300045988_072520[3300045988|Ga0495776_134372:24,649-33,698 (+)
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bifunctional heptose 7-phosphate kinase/heptose 1-phosphate adenyltransferase (CDS_0056)
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MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0061)
RNA polymerase sigma factor (CDS_0053)
clamp loader of DNA polymerase (CDS_0052) DinG CAS-IV-A; (CDS_0067)
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PDC-M69A WP_216276383.1 (CDS_0071)
replication initiation protein (CDS_0059)
major head protein (CDS_0053) transcriptional regulator (CDS_0072)
internal virion protein (CDS_0050) 69 transcriptional repressor (CDS_0077)
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