trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0002)
retron_type_VI_hth_cluster2_1 (CDS_0008)

Rha-like transcriptional regulator (CDS_0005)

1| 34 6 7 | 9 exonuclease (CDS_0010)

- om W I

MGV-GENOME-0349504:894-5,633 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0002)
1 3 4 5transcriptional regulator (CDS_0006)

1] 2 | 4 Rha-like transcriptional regulator (CDS_0005)
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MGV-GENOME-0262951: 1-5,804 (+)

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0003)
2 T 4 Rha-like transcriptional regulator (CDS_0005)
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MGV-GENOME-0259679: 3-5,207 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0056)
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Pseudomonine (VF0936) (CDS_0001)
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transcriptional repressor (CDS_0077)
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1 2 34 transcriptional regulator (CDS_0005)
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1 2 3 4 5 Rha-like transcriptional regulator (CDS_0006)
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1 2 3 4transcriptional regulator (CDS_0005)
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2 3 4transcriptional regulator (CDS_0005)
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1 2 3 4 5transcriptional regulator (CDS_0006)
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MGV-GENOME-0316242: 325-6,350 (+)
2 3 A4transcriptional regulator (CDS_0005)
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MGV-GENOME-0342892:51,009-59,276 (-)

74
77 7675 | Rha-like transcriptional regulator (CDS_0073)
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IMGVR_UViG_3300029735_000250|3300029735|Ga0245259_100336|6198-62312: 50,410-56,115 (-)
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1 2 3 4 S5transcriptional regulator (CDS_0006)
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1 2 3transcriptional regulator (CDS_0004)
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7776 75 Rha-like transcriptional regulator (CDS_0074)
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-- o e -
uvig_246356:267-4,888 (+)

| ~N
N

e J
uvig 429449:50,461-53,175 (-)
vanZ-A-NCBIFAM glycopeptide resistance protein VanZ-A (NFO33125.2) (CDS_0006)
BopD (VF0362) (CDS_0001) trans_reg_VanU-NCB‘IﬁM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0010)
2 3 4 5 7 8 9 Tll 12 transcriptional regulator (CDS_0013)
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GV-GENOME-0333259:857-5,885 (+)
ABC transporter (VF0818) (CDS_0098)
ATP-dependent protease (CDS_0101)  ABC transporter (VF0818) (CDS_0097)
102 100 99 | 96 95 94 9392 9190

<

-
uvig 71732:71,288-87,582 (-)
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- e
MGV-GENOME-0323151:51,058-55,258 (-)
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ABC transporter (VF0818) (CDS_0079)
ABC transporter (VF0818) iCDS_OOSO) 78 77 76 757473
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ABC transporter (VF0818) (CDS_0084) transcriptional regulator (CDS_0075)
ABC transporter (VF0818) (CDS_0085) 76
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uvig 73833:51,026-75,251 (-)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0056)
Purine synthesis (VF0811) (CDS_0063) ABC transporter (CDS_0060)
67 66 65 64 62 61 59 58 57 | 55 transcriptional regulator (CDS_0054)
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uvig_282409:30,434-49,083 (-)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0002)
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0020)
DNA methyltransferase (CDS_0021)
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0064)
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radical SAM domain protein (CDS_0061)
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DNA methyltransferase (CDS_0085)
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DNA methyltransferase (CDS_0008)
910

!—{

e - _—
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IMGVR_UViG_3300029320_000001|3300029320|Ga0242818_100358: 1-4,110 (-); 53,459-55,818 (-)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0018)
DNA methylt‘ransferase (CDS_0019)
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Kang_0045_STO02_N_NODE 41 length 55603 cov_46.136819:15,386-21,780 (-)

DNA methyltransferase (CDS_0067)
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IMOVR_UVIG_3300029357 000350/ 330002935 7Ga0243847_100473(787-55535: 1,860-8,240 (+)
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