
MGV-GENOME-0308023: 1-14,415 (+)
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portal protein (CDS_0004)
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12 13 14 15

MGV-GENOME-0296184: 1-13,091 (+)

5 6 7
8

9

MGV-GENOME-0308595: 1-14,600 (+)

transposase (CDS_0004) 6 7 8
9

10

MGV-GENOME-0321171: 1-13,956 (+)

5 6 7
8

9

MGV-GENOME-0324407: 1-21,515 (+)

DarB-like antirestriction (CDS_0005) 67 8
9

10

MGV-GENOME-0331100: 1-27,519 (+)

DNA methyltransferase (CDS_0005) 6 7 8
9

10

MGV-GENOME-0323165: 1-21,526 (+)

DNA methyltransferase (CDS_0005) 6 7 8 9

MGV-GENOME-0320158: 1-19,887 (+)

DNA methyltransferase (CDS_0005) 6 7 8

MGV-GENOME-0335449: 1-20,089 (+)

DarB-like antirestriction (CDS_0005) 6 7

SAMN00792052_b1_ct2_vs2: 1-22,430 (+)

DarB-like antirestriction (CDS_0005) 6 7 8 9 10

MGV-GENOME-0309803: 1-15,638 (+)

5 6 7 8

MGV-GENOME-0328843: 1-24,079 (+)

DarB-like antirestriction (CDS_0005) 6 7
8

9 10 1112

IMGVR_UViG_3300029209_000187|3300029209|Ga0168673_100116|25609-95440: 1-35,968 (+)

6 7 8 9 10 11 12
13

14 15 1617

IMGVR_UViG_3300045988_136711|3300045988|Ga0495776_166722: 1-32,267 (+)

6 7 8 9 10 11 12 1314

MGV-GENOME-0361577: 1-11,324 (+)

4 5 6 7 8 9

MGV-GENOME-0311633: 1-16,918 (+)

5 6 7 8

MGV-GENOME-0315698: 1-12,366 (+)

5 6 7 8

IMGVR_UViG_3300029530_000131|3300029530|Ga0244962_100202|9738-75991: 1-31,642 (+)
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uvig_48115: 1-30,520 (+)

6 7 8 9 10
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MGV-GENOME-0336195: 1-28,212 (+)

6 7 8
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uvig_182772: 1-30,614 (+)

6 7 8 9
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1112

IMGVR_UViG_3300014557_000159|3300014557|Ga0169723_100126|2-67168: 1-32,916 (+)

6 7 8 9
kinase (CDS_0010)

1112

MGV-GENOME-0340076: 1-31,373 (+)

6 7 8 9 10 11 1213

IMGVR_UViG_3300006523_000006|3300006523|Ga0101039_100232: 1-32,817 (+)

6 7 8 9 10 11 1213

IMGVR_UViG_3300045988_140750|3300045988|Ga0495776_149914: 1-32,153 (+)

6 7 8 9 10 11 1213

uvig_117445: 1-34,946 (+)

6 7 8 9
kinase (CDS_0010)

11 12 1314

IMGVR_UViG_3300045988_142698|3300045988|Ga0495776_160420: 1-32,085 (+)

6 7 8 9 10 11 12 13
14

15

IMGVR_UViG_3300008482_000239|3300008482|Ga0115187_100122|253-66055: 1-31,379 (+)

6 7 8 9 10 11 12
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MGV-GENOME-0340831: 1-31,481 (+)

6 7 8 9 10 11 12
13

14

uvig_539128: 1-33,942 (+)

6 7 8 9 10
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12 13 14 15
16

17

MGV-GENOME-0353111: 1-29,435 (+)

6 7 8 9 10 1112

IMGVR_UViG_3300045988_146840|3300045988|Ga0495776_140132: 1-31,508 (+)

6 7 8 9 10 11
12

13

IMGVR_UViG_2791355233_000004|2791355233|2791385775|743753-807518: 1-30,179 (+)

6 7 8 9 10
11

12

IMGVR_UViG_3300029458_000142|3300029458|Ga0244161_100205|1-67266: 1-32,458 (+)

6 7 8 9

kinase (CDS_0010)

11
12

13

IMGVR_UViG_3300045988_134980|3300045988|Ga0495776_155477: 1-28,984 (+)

6 7 8 9 10
11

MGV-GENOME-0341224: 1-31,909 (+)

7 8 9 10
11

12
13

14

MGV-GENOME-0341436: 1-30,626 (+)

6 7 8 9
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11
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13

MGV-GENOME-0342327: 1-30,914 (+)

6 7 8 9 10 1112

IMGVR_UViG_3300029312_000024|3300029312|Ga0242764_100002|256599-318092: 1-28,222 (+)

6 7 89 10

MGV-GENOME-0337486: 1-31,013 (+)

6 7 89
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14

15

IMGVR_UViG_3300045988_147494|3300045988|Ga0495776_173691: 1-31,629 (+)

6 7 8 9 10 11
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14

15

IMGVR_UViG_3300029414_000202|3300029414|Ga0243798_100118|45416-109666: 1-29,489 (+)

DarB-like antirestriction (CDS_0005) DarB-like antirestriction (CDS_0006) 7 8 9 10 11
12

13

MGV-GENOME-0346097: 1-37,263 (+)

6 7 8 9 10
11

12

DdmDE__DdmD (CDS_0013)
14

15
16

17

IMGVR_UViG_3300045988_154693|3300045988|Ga0495776_072487: 1-37,820 (+)

6 7 8 9 10
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DdmDE__DdmD (CDS_0013)

14 15
16

17

MGV-GENOME-0343974: 1-35,460 (+)

6 7 8 9 10 11

Type-II_TerY (CDS_0012)
Type-II_STK (CDS_0013)

14 15 1617

uvig_323220: 1-36,160 (+)
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IMGVR_UViG_3300029482_000145|3300029482|Ga0244120_100230|1-70717: 1-36,092 (+)
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IMGVR_UViG_3300045988_153214|3300045988|Ga0495776_187199: 1-31,519 (+)

6 7 8 9 10 11
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IMGVR_UViG_3300045988_144245|3300045988|Ga0495776_009531: 1-31,156 (+)

6 7 8 9 10
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13

IMGVR_UViG_3300008512_000165|3300008512|Ga0115181_100073|6254-70489: 1-29,764 (+)

6 7 8 9 10
11

12

MGV-GENOME-0346854: 1-32,809 (+)

6 7 8 9

endolysin (CDS_0010)

11
12

13
14
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MGV-GENOME-0354900: 1-31,644 (+)

6 7 8 9
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11 12
13

14

MGV-GENOME-0345510: 1-30,964 (+)

6 7 8 9 10 11
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MGV-GENOME-0338366: 1-30,285 (+)

6 7 8 9 10
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IMGVR_UViG_3300029742_000288|3300029742|Ga0245239_100254|12911-76654: 1-29,742 (+)

6 7 8 9
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MGV-GENOME-0345237: 1-32,218 (+)

6 7 8 9 10
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12 13
14
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MGV-GENOME-0349343: 1-30,959 (+)
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MGV-GENOME-0340213: 1-30,027 (+)

6 7 8 9 1011
12

13

IMGVR_UViG_3300030032_000326|3300030032|Ga0245332_100369|14633-79203: 1-30,341 (+)
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IMGVR_UViG_3300045988_142784|3300045988|Ga0495776_171747: 1-31,419 (+)

6 7 8 9 10
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MGV-GENOME-0341613: 1-27,996 (+)
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MGV-GENOME-0351969: 1-38,221 (+)
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IMGVR_UViG_3300045988_147610|3300045988|Ga0495776_155423: 1-38,221 (+)
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17
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MGV-GENOME-0358711: 1-31,732 (+)

5 6 8 910 11
12

13 14 15
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1718

IMGVR_UViG_3300045988_187772|3300045988|Ga0495776_166174|300-64030: 1-29,166 (+)

8 910 11
12

1314

MGV-GENOME-0351497: 1-28,561 (+)

6 7 89
10

1112

IMGVR_UViG_3300045988_157666|3300045988|Ga0495776_051611: 1-32,611 (+)

6 7 8 9 10 11 12
13

14 15 1617

IMGVR_UViG_3300029534_000035|3300029534|Ga0245005_100233: 1-47,513 (+)

6 7 8 9 kinase (CDS_0010)

DNA methyltransferase (CDS_0011)

12 13
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17 18 19
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21 22 23 24
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27

Ma_2019_SRR413707_NODE_137_length_81751_cov_9.688993: 1-47,491 (+)

6 7 8 9 kinase (CDS_0010)

DNA methyltransferase (CDS_0011)

12 13 14 15 16
drt-cluster433 DRT (CDS_0017)

18 19

CBASS__AG_E1_ThiF ThiF family (CDS_0020)

21 22 23
24

25 26 2728

IMGVR_UViG_3300045988_129530|3300045988|Ga0495776_156214: 1-29,001 (+)

6 7 8 9 10 NinB/ Orf homologous recombination mediator (CDS_0015)

MGV-GENOME-0358217: 1-28,708 (+)

6 7 8 9 14
DNA helicase

OTU_524: 1-30,788 (+)

6 7 8 9 10
11

12 13

MGV-GENOME-0274936: 1-7,041 (+)

4

SAMEA2580017_b1_ct5_vs2: 1-33,837 (+)

5 6 7 8 9 10 11 12 13 14 15 16
capH (CDS_0017)

18 19 20 21 22
23

24
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26

uvig_108172: 46,803-64,117 (-)

57
58

59
60

61626364

CBASS__AG_E1_ThiF ThiF family (CDS_0065)

66676869
70

71

SodB (VF0169) (CDS_0072)

73

uvig_389760: 46,612-54,603 (-)

56
57

5859

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0060)

61

SodB (VF0169) (CDS_0062)

MGV-GENOME-0360226: 4,793-49,441 (+)

6 7 8 9 10
11

13

DNA primase (CDS_0014)

PDC-M64B_WP_219432681.1 (CDS_0015)

PDC-M64C_WP_091840286.1 (CDS_0016)

17 18

DNA polymerase (CDS_0019)

UmuD-like protein (CDS_0020)
GTP-binding domain (CDS_0021)

ShosTA__ShosT (CDS_0022)

23
24

25
26

27

28

REase_II_00135 Type (CDS_0029)

MTase_II_00170 Type (CDS_0030)

31 32 3334

10000 nt

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

defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)


