
uvig_7424: 1-3,396 (+)

1 2 3 4 5 6 7

uvig_53851: 3-3,552 (+)

1 2

MGV-GENOME-0227392: 28,823-32,817 (-)

5657

uvig_542853: 27,274-31,161 (-)

5758

uvig_541470: 23,851-28,858 (-)

525354

uvig_30867: 185-5,554 (+)

1 2 3

uvig_184798: 1-2,585 (+)

1

uvig_477736: 24,947-27,595 (-)

54

uvig_11157: 21,510-25,695 (-)

444950
51

uvig_205084: 2-3,828 (+)

1 2

uvig_502674: 11,216-14,688 (-)

29

uvig_569181: 2-3,166 (+)

1

uvig_85079: 11,679-15,770 (-)

3132

MGV-GENOME-0217746: 24,806-31,154 (-)

5354
RM_Type_II__Type_II_MTases_FAM_7 (CDS_0055)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0056)

57

uvig_459367_: 7,108-14,212 (-)

24
metallo-endopeptidase (CDS_0025)

26

uvig_78007: 13,082-18,074 (-)

3031323334

uvig_501265: 6,808-10,768 (-)

2223

MGV-GENOME-0246598: 20,536-33,498 (-)

474849505152

uvig_206257: 8,060-14,908 (-)

antitoxin from a toxin-antitoxin system (CDS_0024)
RegX3 (VF0858) (CDS_0025)

HK_VanS_B-NCBIFAM vancomycin resistance histidine kinase VanS-B (NF033090.1) (CDS_0026)

cd09641 CAS-I; (CDS_0027)

uvig_170970: 439-9,504 (+)

integrase (CDS_0001)
2 3 4

uvig_60634: 196-5,508 (+)

1 2 3 erm_G_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(G) (NF045543.1) (CDS_0004)

uvig_309622: 24,612-34,753 (-)

50515253
transposase (CDS_0054)
555657

MGV-GENOME-4402580: 1-8,051 (+)

1 2 3 4 5 6 7 8 9 10 11

uvig_50615: 3-5,348 (+)

1 2 3 4

uvig_538289: 1-10,002 (+)

1 2

esterase/lipase (CDS_0003)
Copper exporter (VF0849) (CDS_0004)

5 6 7 8 9 10

uvig_279368: 23,810-37,558 (-)

50
amidoligase enzyme (CDS_0051)

DNA methyltransferase (CDS_0052)

5354

partition protein (CDS_0055)
tRNA-Tyr(GTA)

5657585960

uvig_204634: 29,784-44,384 (-)

5859606162636465666768

uvig_43218: 14,879-23,931 (-)

31323334353637

uvig_213729: 2-10,831 (+)

1 2
ATPase (CDS_0003)

anti-CRISPR-Cas evasion by DNA repair (APIS131) (CDS_0004)

5 6 7

uvig_195613: 2-16,329 (+)

1 2
ribonucleotide reductase large subunit (CDS_0003)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0004)

5 6 7 8
Trigger factor (VF1056) (CDS_0009)

10 11 12

uvig_226374: 10,891-24,508 (-)

drt-cluster579 DRT (CDS_0031)32
RosmerTA__RmrA_2600853143 (CDS_0033)

RosmerTA__RmrT_2600853143 (CDS_0034)

RM_Type_IIG__Type_IIG_2 (CDS_0035)
RM_Type_II__Type_II_REase37 (CDS_0036)

3738

uvig_270846: 1-22,928 (+)

DS-15__DS-15A (CDS_0001)
2 3 4 5 6 7 8 9 10 DarB-like antirestriction (CDS_0011) 12

tet_protect_M_W-NCBIFAM TetM/TetW/TetO/TetS family tetracycline resistance ribosomal protection protein (NF033148.1) (CDS_0013)
14

uvig_51545: 3-9,308 (+)

1 2 3 4 5 6 7
RM_Type_II__Type_II_MTases_FAM_1 (CDS_0008)

REase_II_00190 Type (CDS_0009)

9000 nt

DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)

virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA tmRNA


