
uvig_509788: 19,196-43,112 (+)

UG4 (CDS_0024)
Hoc-like head decoration (CDS_0025)

26 27 28 29

transposase (CDS_0030)

31 32
DNA primase (CDS_0033)

34 35

MTase_II_00083 Type (CDS_0036)
REase_II_00020 Type (CDS_0037)

38

transcriptional regulator (CDS_0039)

40

41

42
43

44

transposase (CDS_0045)

46 47 48

MGV-GENOME-0301257: 19,196-40,573 (+)

29
DNA primase (CDS_0030)

31 32

MTase_II_00083 Type (CDS_0033)
REase_II_00020 Type (CDS_0034)

35

transcriptional regulator (CDS_0036)

37 38
39

40

MGV-GENOME-0268562: 19,442-36,125 (+)

MTase_II_00083 Type (CDS_0029)
REase_II_00020 Type (CDS_0030)

31

transcriptional regulator (CDS_0032)

33 34
35

36

MGV-GENOME-0273565: 19,445-37,084 (+)

PDC-S56_WP_083267635.1 (CDS_0029)

30 31
32

33 34 35

transcriptional regulator (CDS_0036)

37 38
39

40

MGV-GENOME-0246071: 19,155-32,227 (+)

25
RT_III-AM_III-B_2 (CDS_0026)

31 32 33 34 35

MGV-GENOME-0238723: 19,158-31,157 (+)

RT_III-AM_III-B_2 (CDS_0026) 31 32 33 34

MGV-GENOME-0242969: 19,157-31,768 (+)

30 31 32 33 34 35

MGV-GENOME-0250795: 19,442-32,985 (+)

31 32 33 34 35

MGV-GENOME-0243146: 19,442-31,794 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0250309: 19,442-32,906 (+)

transposase (CDS_0031)
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0246264: 19,443-32,255 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0243133: 19,443-31,793 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0248728: 19,442-32,654 (+)

31 32 33 34 35

MGV-GENOME-0242436: 19,440-31,687 (+)

transcriptional regulator (CDS_0031)

32 33
34

35

MGV-GENOME-0247211: 19,439-32,399 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

uvig_448630: 19,379-32,678 (+)

31
transcriptional regulator (CDS_0032)

33 34 35 nucleoside 2-deoxyribosyltransferase

MGV-GENOME-0252076: 19,443-32,421 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0244916: 19,442-32,052 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0257677: 19,441-31,247 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0254764: 19,445-31,994 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0278760: 19,443-32,393 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0243509: 19,443-31,846 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0254824: 19,440-33,679 (+)

PDC-S02_WP_014408698.1 (CDS_0031)

transposase (CDS_0032)

REase_MTase_IIG_00024 Type (CDS_0033)

transcriptional regulator (CDS_0034)
35 36 37

MGV-GENOME-0244748: 19,440-32,030 (+)

REase_MTase_IIG_00024 Type (CDS_0031)
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0256857: 19,442-34,026 (+)

31
integrase (CDS_0032)

33

transcriptional regulator (CDS_0034)

35 36 37

MGV-GENOME-0246890: 19,440-32,354 (+)

31
transcriptional regulator (CDS_0032)

33 34 35

MGV-GENOME-0251731: 19,443-32,974 (+)

31 32
transcriptional regulator (CDS_0033)

34 35 36

MGV-GENOME-0265791: 19,443-35,594 (+)

31 32
transcriptional regulator (CDS_0033)

34 35 36

MGV-GENOME-0242543: 19,445-31,705 (+)

31 32
33

34

MGV-GENOME-0246519: 19,443-32,296 (+)

31 32 33 34 35

MGV-GENOME-0242744: 19,442-31,735 (+)

31 32 33 34

MGV-GENOME-0241598: 19,441-31,562 (+)

31 3233 34

MGV-GENOME-0244889: 19,444-30,484 (+)

31 32
33

34

MGV-GENOME-0237141: 19,441-30,861 (+)

31 32 33 34

MGV-GENOME-0235566: 19,444-30,551 (+)

31 32 33 34

MGV-GENOME-0246656: 19,442-32,318 (+)

3132
33

transcriptional regulator (CDS_0034)

35 36 37

MGV-GENOME-0256351: 19,442-33,947 (+)

31
32

SoFic__SoFic (CDS_0033)
transcriptional regulator (CDS_0034)

35 36 37

uvig_443203_: 20,231-34,803 (+)

ABC transporter (CDS_0032)
33 34

transcriptional regulator (CDS_0035)

36 37 38

MGV-GENOME-0235104: 19,439-30,451 (+)

31
32

33 34

MGV-GENOME-0234139: 19,440-30,256 (+)

31
32

33 34

MGV-GENOME-0240616: 19,444-31,436 (+)

transcriptional regulator (CDS_0031)
3233 34

MGV-GENOME-0233807: 19,442-30,182 (+)

3132 33

MGV-GENOME-0252680: 19,440-33,310 (+)

endolysin (CDS_0031)
32 33

34
35 36

MGV-GENOME-0242327: 19,446-31,668 (+)

transcriptional regulator (CDS_0031)

32
33

34 35

MGV-GENOME-0249616: 19,441-31,798 (+)

transcriptional regulator (CDS_0031)

32
33

34
35

36

MGV-GENOME-0247414: 19,441-30,646 (+)

31
32

33 34

MGV-GENOME-0242430: 19,440-31,686 (+)

transcriptional regulator (CDS_0031)

32 33
34

35

MGV-GENOME-0270461: 19,441-31,619 (+)

transcriptional regulator (CDS_0031)
32 33 34

MGV-GENOME-0239769: 19,159-31,315 (+)

30 31 32
33

34 35

MGV-GENOME-0260887: 19,442-34,730 (+)

31

NLR_like_bNACHT01__NLR_like_bNACHT01 (CDS_0032)

33 34
transcriptional regulator (CDS_0035)

36 37 38

MGV-GENOME-0238102: 19,441-31,042 (+)

31 32
33

34 35

MGV-GENOME-0241526: 19,435-31,553 (+)

transcriptional regulator (CDS_0031)
3233 34

MGV-GENOME-0241738: 19,444-31,585 (+)

31 32 3334 35

MGV-GENOME-0242611: 19,443-31,716 (+)

31
transcriptional regulator (CDS_0032)

3334 35

MGV-GENOME-0241528: 19,443-31,553 (+)

31
transcriptional regulator (CDS_0032)

3334 35

MGV-GENOME-0244781: 19,445-32,035 (+)

31 32
transcriptional regulator (CDS_0033)

3435 36

MGV-GENOME-0247285: 19,442-32,410 (+)

31 32
transcriptional regulator (CDS_0033)

3435 36

MGV-GENOME-0241491: 19,442-31,547 (+)

31

transcriptional regulator (CDS_0032)

3334
35

36

MGV-GENOME-0245687: 19,443-32,169 (+)

31 32

transcriptional regulator (CDS_0033)

34
35

36 37

MGV-GENOME-0253483: 19,443-33,456 (+)

31 32 33
transcriptional regulator (CDS_0034)

3536 37

MGV-GENOME-0242572: 19,443-31,710 (+)

31 32 3334 35

MGV-GENOME-0247140: 19,441-32,389 (+)

31 3233 34

MGV-GENOME-0251848: 19,442-31,748 (+)

31 32 3334 35

MGV-GENOME-0240697: 19,442-31,447 (+)

31 32 3334 35

MGV-GENOME-0238763: 19,442-31,163 (+)

31 323334 35

MGV-GENOME-0244794: 19,442-32,037 (+)

31 32 33 3435 36

MGV-GENOME-0245951: 19,441-32,209 (+)

31 3233 34

MGV-GENOME-0233407: 19,446-30,109 (+)

3132 33

MGV-GENOME-0232457: 19,317-29,923 (+)

3233 34 37

MGV-GENOME-0288587: 19,441-31,020 (+)

31 32
33

34 35

MGV-GENOME-0234860: 19,441-30,403 (+)

31
32

33 34

MGV-GENOME-0242881: 19,156-31,754 (+)

30 31 3233 34

MGV-GENOME-0234413: 19,157-30,311 (+)

30 3132 33

MGV-GENOME-0251512: 19,442-33,110 (+)

31
Erf-like ssDNA annealing protein (CDS_0032)

33 34 3536 37

MGV-GENOME-0262015: 19,440-33,271 (+)

31 32 33
transcriptional regulator (CDS_0034)

3536 37

MGV-GENOME-0239899: 19,444-31,335 (+)

31

MGV-GENOME-0230485: 19,443-29,531 (+)

31

MGV-GENOME-0232045: 19,441-30,255 (+)

31 32 37

MGV-GENOME-0255386: 19,442-33,266 (+)

31 32 33
34

transcriptional regulator (CDS_0035)

36
37

38 39

MGV-GENOME-0269572: 19,442-36,312 (+)

31 32 33 34 3536
transcriptional regulator (CDS_0037)

38 39 40

MGV-GENOME-0261672: 19,158-30,306 (+)

29 30 32
33

34 35

MGV-GENOME-0255529: 19,444-33,800 (+)

31 32 33 34 35 36
37

38 39

MGV-GENOME-0271165: 19,441-33,458 (+)

31 32 33 34 35
36

37 38

MGV-GENOME-0285932: 19,441-35,466 (+)

30 31 32 33 34
transcriptional regulator (CDS_0035)

36 37 38

MGV-GENOME-0239633: 18,720-28,043 (+)

24 29
30

31 32

MGV-GENOME-0221449: 18,721-27,923 (+)

2930 31

MGV-GENOME-0233426: 18,721-30,114 (+)

29
transcriptional regulator (CDS_0030)

3132 33

MGV-GENOME-0228866: 18,721-29,213 (+)

transcriptional regulator (CDS_0029)
3031 32

MGV-GENOME-0227605: 18,718-28,977 (+)

29 30 31 32

MGV-GENOME-0252113: 18,718-30,481 (+)

29 30
transcriptional regulator (CDS_0031)

32 33 34

MGV-GENOME-0222499: 18,719-28,103 (+)

29 30

MGV-GENOME-0221154: 18,720-27,869 (+)

29

MGV-GENOME-0218964: 18,496-27,503 (+)

23 28 29

MGV-GENOME-0310512: 19,442-39,205 (+)

integrase (CDS_0031) 32

integrase (CDS_0033)

34
35

metallo-phosphoesterase (CDS_0036)

37

Mokosh_type_I__MkoB_D (CDS_0038)

39

transcriptional regulator (CDS_0040)

41
42

43

IMGVR_UViG_3300029365_000484|3300029365|Ga0243866_1000173|73093-122905: 19,440-45,934 (+)

29
MTase_III_00014 Type (CDS_0030)

31 32 33 34 35
36

DNA invertase (CDS_0037)
integrase (CDS_0038)

39 40 41 42 43
44

45

MGV-GENOME-0273993: 19,444-37,157 (+)

29
MTase_III_00014 Type (CDS_0030)

31 32 33 34 35
36

37

MGV-GENOME-0289981: 19,443-40,390 (+)

31
32

DNA methyltransferase (CDS_0033)

34 35
DNA polymerase (CDS_0036)

37 38 39

PDC-S22_WP_003530377.1 (CDS_0040)

integrase (CDS_0041)
42 43 44 45 46

SAMEA2737732_b1_ct94_vs4: 19,443-45,301 (+)

31 32 33
tail protein (CDS_0034)

mads_8 (CDS_0035)
ABC transporter (CDS_0036)

37 38 39
ATP-dependent protease (CDS_0040)

transcriptional regulator (CDS_0041)

42

transcriptional regulator (CDS_0043)

44 45 46

MGV-GENOME-0282889: 19,440-36,936 (+)

3132

33
34

35 36 37 38 3940
41

42 43

MGV-GENOME-0248906: 18,719-32,685 (+)

29
MTase_II_00164 Type (CDS_0030)

Control_protein_00002 control (CDS_0031)

32 33 34 35 36

uvig_50844: 19,443-41,708 (+)

31

Trehalose-recycling ABC transporter (VF0842) (CDS_0032)

33 34 35
HspX (VF0301) (CDS_0036)

FbpABC (VF0272) (CDS_0037)

38 39 40 4142
43

44 45

uvig_500535: 19,441-45,480 (+)

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

32

ABC transporter (CDS_0033)

34
35

36

Adherence; porin (VF0713) (CDS_0037)

38 39
40

41

2-aminooxy adenylosuccinate synthetase (CDS_0042)

43 44 45
transcriptional regulator (CDS_0046)

47 48 49

uvig_210742: 19,443-43,691 (+)

31 32 33 34 35 36
ABC transporter (CDS_0037)

38 39 40 41 42 43 4445 46

MGV-GENOME-0263584: 19,443-29,148 (+)

31 32 Mu Gam-like end protection (CDS_0037)

MGV-GENOME-0277791: 19,441-37,913 (+)

29
capH (CDS_0030)

PDC-M69A_WP_216276383.1 (CDS_0031)

32 33

NinI-like serine-threonine phosphatase (CDS_0034)

35

phosphoesterase (CDS_0036)

37
integrase (CDS_0038)

39 40
41

42
43

44

uvig_67225: 19,440-47,659 (+)

DS-15__DS-15A (CDS_0031)
ParB-like partition protein (CDS_0032)

PDC-S13_WP_097300085.1 (CDS_0033)
PDC-S13_WP_186842295.1 (CDS_0034)

35 36 37 38
HitABC (VF0268) (CDS_0039)

40 41 42 43
tellurite resistance (CDS_0044)

45 46 47 4849 50

uvig_207777: 19,442-53,615 (+)

31 32 33
ABC transporter (CDS_0034)

35

HitABC (VF0268) (CDS_0036)

37 38 39 40 41 42 43

partition protein (CDS_0044)

45
46

47

48 49 50
51

52

uvig_442357_: 19,441-52,797 (+)

31 32 33 34
35

36 37 38 39 40
41

42

43 44 45 46 47 48 49 50
transcriptional regulator (CDS_0051)

5253 54

uvig_483711: 19,443-43,595 (+)

SspBCDE__SspD_2 (CDS_0029)

SspB_00010 SspB (CDS_0030)

SspC_00012 SspC (CDS_0031)
SspA_00001 SspA (CDS_0032)

33 34 35

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0036)

peptide deformylase (CDS_0037)

38
39

40

PRK10026.1-PRK PRK|PRK10026.1: glutaredoxin-dependent arsenate reductase (NF007456.1) (CDS_0041)

42 43

44
45

46

Ma_2019_SRR413686_NODE_387_length_47505_cov_24.023203: 19,443-43,625 (+)

29
30

31 32

tRNA nucleotidyltransferase (CDS_0033)

34

metallo-phosphoesterase (CDS_0035)

36

phosphoesterase (CDS_0037)

38
39

40 41 42 43 4445
46

47

uvig_334596: 19,443-43,627 (+)

29
30

31 32

tRNA nucleotidyltransferase (CDS_0033)

34

metallo-phosphoesterase (CDS_0035)

36

phosphoesterase (CDS_0037)

38
39

40 41 42 43 4445
46

47

uvig_444558_: 19,443-48,641 (+)

transposase (CDS_0029)
30 31

holin (CDS_0032)
33 34

DNA polymerase processivity factor (CDS_0035)

36 37 38
39

40

ATPase (CDS_0041)

single strand DNA binding protein (CDS_0042)

43
44

45

PDC-M10A_WP_227054025.1 (CDS_0046)
PDC-M10B_WP_205449755.1 (CDS_0047)

endolysin (CDS_0048)
49 50 51

52
53

uvig_181913: 19,442-45,830 (+)

29
30

31
32

33 34 35 36 37 38 39
replication initiation protein (CDS_0040)

41 42 43 44 45 46 47 48 49
50

51

SRS142890_a1_ct29651_vs01: 1-9,887 (+)

1 2 3 4
transcriptional regulator (CDS_0005)

6 7 8

MGV-GENOME-0254405: 30,356-37,488 (-)

454647

transcriptional regulator (CDS_0048)
49

50

uvig_507904: 43,783-56,973 (-)

565758

transcriptional regulator (CDS_0059)

6061
RM__Type_I_S_52 (CDS_0062)

MTase_I_00013 Type (CDS_0063)
PDC-S01_WP_015504585.1 (CDS_0064)

65
66

uvig_57858: 19,442-47,749 (+)

RM_Type_II__Type_II_REase34 (CDS_0029)

REase_II_00049 Type (CDS_0030)

31 32 33
34

35 36
37

38 39
40

41 42 43 44
MADS__mad1 (CDS_0045)

MTase_II_00157 Type (CDS_0046)
MTase_II_00065 Type (CDS_0047)

48 49 50

51
52

53

IMGVR_UViG_3300045988_118057|3300045988|Ga0495776_166122: 19,442-44,664 (+)

RM_Type_II__Type_II_REase34 (CDS_0029)

REase_II_00049 Type (CDS_0030)

31 32 33
34

35 36 37 38
MADS__mad1 (CDS_0039)

MTase_II_00157 Type (CDS_0040)
MTase_II_00065 Type (CDS_0041)

42 43 44

45
46

47

uvig_376522: 19,441-42,116 (+)

mREase_IV_00005 Type (CDS_0029) 30 31 32 33 34 35 36 37 38

uvig_283005: 19,441-41,262 (+)

29 30
31

32 33

E2_00019 E2 (CDS_0034)

35 36
FtsK/SpoIIIE-like protein (CDS_0037)

38 39 40

10000 nt

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

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA


