
MGV-GENOME-0214243: 19,073-30,044 (+)

RT_III-AM_III-B_2 (CDS_0021)

22
23

24

endolysin (CDS_0025)

anaerobic ribonucleoside reductase large subunit (CDS_0026)

27 28

DNA primase/helicase (CDS_0029)

30

DNA primase (CDS_0031)

32
mads_8 (CDS_0033)

34 35 36 37

MGV-GENOME-0201062: 19,006-27,832 (+)

25

DNA primase (CDS_0026)

27
mads_8 (CDS_0028)

29 30 31

MGV-GENOME-0197703: 19,072-27,094 (+)

25

DNA polymerase/primase (CDS_0026)

27
mads_8 (CDS_0028)

29 30 31

MGV-GENOME-0216068: 19,072-30,373 (+)

25 26

oMTase_00015 orphan (CDS_0027)

28

DNA primase (CDS_0029)

30
mads_8 (CDS_0031)

32 33 34

MGV-GENOME-0218439: 17,885-30,806 (+)

19 24
MazG-like pyrophosphatase (CDS_0025)

anaerobic ribonucleotide reductase small subunit (CDS_0026)
NrdD-like anaerobic ribonucleotide reductase large subunit (CDS_0027)

28 29

DNA primase/helicase (CDS_0030)

31

DNA primase (CDS_0032)

33
mads_8 (CDS_0034)

35 36 37

MGV-GENOME-0198525: 18,062-27,239 (+)

endolysin (CDS_0026)
endolysin (CDS_0027)

DNA primase (CDS_0028)

29
mads_8 (CDS_0030)

31 32 33

MGV-GENOME-0238034: 19,072-27,202 (+)

DNA primase (CDS_0026)

27
mads_8 (CDS_0028)

2930 31

MGV-GENOME-0182381: 18,334-24,717 (+)

endolysin (CDS_0024)

25
mads_8 (CDS_0026)

27 28 29

MGV-GENOME-0220261: 19,072-28,771 (+)

DNA primase/helicase (CDS_0025)

Lar anti-RM (APIS033) (CDS_0026)

DNA primase (CDS_0027)
28

mads_8 (CDS_0029)
30

3132 33

MGV-GENOME-0183496: 19,056-24,728 (+)

mads_8 (CDS_0026)
27 28 29

MGV-GENOME-0188784: 19,072-25,728 (+)

26
mads_8 (CDS_0027)

28 29 30

MGV-GENOME-0182382: 19,068-24,678 (+)

mads_8 (CDS_0026)
27 28 29 30

MGV-GENOME-0179371: 18,793-23,314 (+)

27 28

MGV-GENOME-0196178: 19,072-23,698 (+)

26 27

OTU_2995: 19,072-35,836 (+)

26 27

vanR-A-NCBIFAM vancomycin resistance response regulator transcription factor VanR-A (NF000401.1) (CDS_0028)
HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0029)

30
AAA_15 (CDS_0031)

phospho-2-dehydro-3-deoxyheptonate aldolase (CDS_0032)

33 34 35

anti-NARP (APIS145) (CDS_0036)

37
mads_8 (CDS_0038)

39 40 41

MGV-GENOME-0190800: 19,072-26,023 (+)

25
mads_8 (CDS_0026)

27 28 29 30

MGV-GENOME-0187991: 19,075-25,563 (+)

25
mads_8 (CDS_0026)

27 28 29 30

MGV-GENOME-0221607: 19,072-26,257 (+)

26 27 28 29 30

uvig_170407: 18,751-24,872 (+)

25 26 27 28

IMGVR_UViG_3300029360_000139|3300029360|Ga0243814_1000857: 43,306-48,723 (+)

64 65 66

SRS019068_a1_ct105618_vs1: 18,302-26,415 (+)

24 25
26

27

mads_8 (CDS_0028)

29 30 31 32

IMGVR_UViG_3300029714_000412|3300029714|Ga0245242_1000005|296625-342962: 19,072-27,917 (+)

25 26 2728
29

30 31 32

MGV-GENOME-0343392: 19,072-28,204 (+)

26 27 28

IMGVR_UViG_3300029710_000090|3300029710|Ga0245233_100701: 18,622-27,407 (+)

27 28 29

MGV-GENOME-0321722: 19,066-27,784 (+)

25 26 27

uvig_383321: 19,072-27,753 (+)

25 26 27

MGV-GENOME-0301752: 19,075-27,762 (+)

26 27 28

IMGVR_UViG_3300029590_000013|3300029590|Ga0245099_1000928: 19,072-28,645 (+)

26 27 28

MGV-GENOME-0369111: 19,072-27,601 (+)

25 26 27

IMGVR_UViG_3300045988_021544|3300045988|Ga0495776_159056: 19,049-27,635 (+)

25 26 27

IMGVR_UViG_3300029733_000010|3300029733|Ga0245176_100401: 19,072-29,034 (+)

26 27 28 29

MGV-GENOME-0305541: 19,072-27,551 (+)

26 27 28

IMGVR_UViG_3300029876_000114|3300029876|Ga0245325_100655: 19,072-29,194 (+)

25 26 27 28

MGV-GENOME-0372091: 19,072-28,563 (+)

26 27 28 29

IMGVR_UViG_3300045988_038339|3300045988|Ga0495776_172473: 19,072-27,193 (+)

25 26

MGV-GENOME-0304207: 19,072-27,234 (+)

25 26

IMGVR_UViG_3300045988_013388|3300045988|Ga0495776_097470: 19,074-26,165 (+)

26 27

uvig_121651: 19,072-30,433 (+)

25 26 27 28 29

IMGVR_UViG_3300029706_000009|3300029706|Ga0245271_100499: 19,072-31,198 (+)

26 27 28 29 30

MGV-GENOME-0324571: 19,072-25,804 (+)

26

IMGVR_UViG_3300045988_016389|3300045988|Ga0495776_179753: 19,072-27,435 (+)

26 27

uvig_205236: 20,169-31,903 (+)

NrdD-like anaerobic ribonucleotide reductase large subunit (CDS_0025)
MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0026)

tRNA-Lys(CTT)
27 28

IMGVR_UViG_3300029334_000006|3300029334|Ga0243717_1000481: 19,072-27,487 (+)

25 26

IMGVR_UViG_3300045988_014917|3300045988|Ga0495776_028479: 19,072-30,354 (+)

26 27 28 29 30 31

MGV-GENOME-0336300: 19,072-27,936 (+)

25 26
27

2829

uvig_493010: 19,072-32,432 (+)

25 26 27 28 29 30 31 32

MGV-GENOME-0355581: 19,072-31,598 (+)

25 26
27

28 29
partition protein (CDS_0030)

31 32

IMGVR_UViG_3300029795_000404|3300029795|Ga0243742_1000193|86-50577: 19,072-31,094 (+)

25 26 27 28 29 30 31

IMGVR_UViG_3300029445_000410|3300029445|Ga0243741_1000317|37208-86352: 19,072-29,747 (+)

25 26 27 28 29

uvig_460833: 19,072-31,395 (+)

25

RegX3 (VF0858) (CDS_0026)

27 28
integrase (CDS_0029)

30

uvig_191397: 19,072-36,178 (+)

26
DinG CAS-IV-A; (CDS_0027)

28 29 30 31 32
integrase (CDS_0033)

34

IMGVR_UViG_3300045988_072292|3300045988|Ga0495776_171135: 17,074-30,556 (+)

25

ParB-like partition protein (CDS_0026)

27
Azaca__ZacC (CDS_0028)

29 30 31

uvig_55742: 19,435-37,297 (+)

25 26

mads_1 (CDS_0027)

28 29
SoFic__SoFic (CDS_0030)

31 32
33

34 35 36

uvig_543314: 19,066-36,024 (+)

25 26

Sortase B (VF0789) (CDS_0027)

endolysin (CDS_0028)
29

capH (CDS_0030)

31

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0032)
RM__Type_I_MTases_FAM_0 (CDS_0033)

RM__Type_I_S_06 (CDS_0034)
35 36 37

uvig_494327: 19,072-38,605 (+)

26 27 28

transcriptional repressor (CDS_0029)

30 31
cas12f2_V-F_2 (CDS_0032)

33 34 35 36 37 38

uvig_453227: 19,072-43,525 (+)

25 26 27 28 29 30 31 32

shah_acc_0214 GlgB (CDS_0033)
integrase (CDS_0034)

35

uvig_157827: 18,773-29,690 (+)

26
DNA invertase (CDS_0027)

28 33 DNA polymerase (CDS_0034)

uvig_175880: 19,049-40,971 (+)

25 26 27 28 29 30 31 32
33

excisionase (CDS_0034)

35 36 37 38 39 40 41 42
integrase (CDS_0043)

44

uvig_545494: 46,825-64,581 (+); 1-9,256 (+)

1 2 3
PDC-S04_WP_002996767.1 (CDS_0004)

5 6 768 69

excisionase (CDS_0070)
transposase (CDS_0071)

72 73 74
transposase (CDS_0075)

76 77 78

Jallet_2C_hits_grouped (CDS_0079)

80 81 82

uvig_338021: 19,073-43,847 (+)

26 27 28
MutT/NUDIX hydrolase (CDS_0029)

30

MecI_of_mecA-NCBIFAM mecA-type methicillin resistance repressor MecI (NF000243.1) (CDS_0031)

32 33 34 35
DNA helicase (CDS_0036)

3738 39
40

41 42 43 44 45 46 47

uvig_539755: 19,072-37,232 (+)

2627 28 29
DNA helicase (CDS_0030)

3132 33
34

3536 37 38 39 40 41 42

uvig_181717: 19,072-50,981 (+)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0026)

27 28 29 30 31 32
DNA polymerase (CDS_0033)

34 35 36 37
38

39 40

gcu233__gcu233 (CDS_0041)

42 43 44 45
integrase (CDS_0046)

47

uvig_173231: 19,072-48,253 (+)

26 27
DNA helicase (CDS_0028)

2930

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0031)

32 33 34
35

36 37

integrase (CDS_0038)

3940
cas3HD_I_1 (CDS_0041)

kinase (CDS_0042)

gcu167__gcu167B (CDS_0043)

44 45
hydrolase (CDS_0046)

4748

ABC transporter (CDS_0049)

50 51 52
integrase (CDS_0053)

54

uvig_194263: 19,080-42,485 (+)

26 27
DNA helicase (CDS_0028)

2930

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0031)

32 33
34

35

gcu167__gcu167B (CDS_0036)

37 38
hydrolase (CDS_0039)

ABC transporter (CDS_0040)

41 42 43
integrase (CDS_0044)

45

uvig_542005: 18,347-40,961 (+)

RT_III-AM_III-B_2 (CDS_0020) 25
PDC-S11_WP_167956302.1 (CDS_0026)

27 28 29 30

minor tail protein with lysin activity (CDS_0031)

32 33 34

Hna__Hna (CDS_0035)
36

37 38 39 40

uvig_461157: 19,072-44,498 (+)

25 26 27 28 29

tyrosyl-tRNA synthetase (CDS_0030)

31 32 33 34
DNA methyltransferase (CDS_0035)

36 37 38 39
40

41 42 43 44
integrase (CDS_0045)

46

MGV-GENOME-0291359: 19,072-26,918 (+)

26 29 30

MGV-GENOME-0289366: 19,072-27,196 (+)

25 30

IMGVR_UViG_3300045988_022256|3300045988|Ga0495776_092772: 19,435-28,653 (+)

25 30
Tad2 anti-Thoeris (APIS029) (CDS_0031)

32

MGV-GENOME-0207235: 18,347-29,148 (+)

25
26

27

DS-20__DS-20 (CDS_0028)

29 30
MTase_II_00113 Type (CDS_0031)

REase_II_00153 Type (CDS_0032)

RM_Type_II__Type_II_MTases_FAM_42 (CDS_0033)

10000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus) tRNA


