queuine tRNA-ribosyltransferase (CDS_0053)
Dpd__QueD (CDS_0055)
ParB-like partition protein (CDS_0052) Dpd_QueE (CDS_0056)

43 44 45 46 47 48 49 50 51 Dpd_QueC (CDS_0054) Dpd_ FolE (CDS_0057)
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uvig 486602:29,235-38,491 (+)
queuine tRNA-ribosyltransferase (CDS_0052)
ParB-like partition nuclease (EDS_0051)
Dpd__QueD (CDS_0054)
Dpd_QueE (CDS_0055)
48 49 50 Dpd__QueC (CDS b053) Dpd__FolE (CDS_0056)
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MGV-GENOME-0260157:29,235-36,551 (+)
queuine tRNA-ribosyltransferase (CDS_0060)
ParB-like partition protein (CDS_0058)

Dpd_QueD (CDS_0062)
transposase (CDS_0054) Dpd_QueE (CDS_0063)
integrase (CDS_0049) 50 51 52 53 55 56 57 59 Dpd_QueC(CDS_0061)]  Dpd_FolE (CDS_0064)
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uvig 89968:28,712-41,454 (+)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0041)
Dpd__QueD (CDS_0042)
phosphoheptose isomerase (CDS 0040)  Dpd_FolE (CDS_0044)

39 | | Dpd_QueE (CDS 0043)
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SAMNO0791933_a1 ct85554 vs1:24,080-30,045 (+)
FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0040)
Dpd_QueD (CDS_0041)
Dpd_ FolE (CDS_0043)
phosphoheptose isomerase (CDS_0039) Dpd__QueE (CDS_0042)

uvig 325751:24,080-29,544 (+)
queuine tRNA-ribosyltransferase (CDS_0048)
Dpd__QueD (CDS_0050)
Dpd_QueE (CDS_0051)
Dpd_QueC (CDS_0049) Dpd__FolE (CDS_0052)

uvig 326084:27,458-32,739 (+)
Dpd__QueE (CDS_0051) Dpd_ FolE (CDS_0052)

MGV-GENOME-0233446:30,003-33,968 (+)
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SAMNO00792013 al ct40932 vs1:22,562-25,549 (+)
tRNA methyltransferase (CDS_0048)
47 terminase small subunit (CDS_0049)
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MGV-GENOME-0231571:27,856-33,625 (+)
Dpd__QueD (CDS_0062)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (CDS_0051) Dpd_QueE (CDS_0063)
48 49 50 52 53 54 55 56 57 58 59 60 61 Dpd__FolE (CDS_0064)

2

uvig_83128:28,972-45,765 (+)
Dpd_QueD (CDS_0058)
Dpd_QueE (CDS_0059)
48 49 50 51 5253 54 55 56 57 \ Dpd_ FolE (CDS_0060)

MGV-GENOME-4422203: 28,972-38,418 (+

ParB-like partition nuclease (CDS_0064)
Dpd_QueD (CDS_0065)

DNA repair protein (CDS_0050) transposase (CDS_0059) L Dpd__FolE (CDS_0067)
43 45 49 51 52 5354 55 56 5758 60 61 62 63 pd_QueE (CDS_0066)
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MGV-GENOME-0274029:28,338-41,014 (+)
queuine tRNA-ribosyltransferase (CDS_0058)
GTP cyclohydrolase (CDS_0059)
Dpd__QueD (CDS_0061)
Dpd__FolE (CDS_0063)
transposase (CDS_0053) Dpd__QueE (CDS_0062)
48 49 50 51 52 54 55 56 57 Dpd_QueC (CDS_0060) \

|

|

|

é
!

uvig_440395:27,459-44,260 (+)
queuine tRNA-ribosyltransferase (CDS_0052)
Dpd__QueD (CDS_0054)
transposase (CDS_0051) Dpd_QueE (CDS_0055)
Dpd__QueC (CDS_| 0053) Dpd__FolE (CDS_0056)
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49 50 51 5253 54 55

SRS049712_al ct22580_vs1:26,065-37,855 (+)
46 47 4849 50 51 52 53 54 55)

I I I
MGV-GENOME-0256301: 26065.34,526 (+)
44 47 48

uvig_395660:26,536-31,363 (+)

6000 nt
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder)
I

AMR (AMRFinderPlus)
N




