
OTU_1685: 15,177-37,988 (+)

20 21 22 23 24 25 26
27

MTase_II_00039 Type (CDS_0028)

29

FbpABC (VF0272) (CDS_0030)

31
Type IV pili (VF0075) (CDS_0032)

33 34 35

capH (CDS_0036)

37
38

39
40

41

transposase (CDS_0042)

DNA transposition protein (CDS_0043)

44

uvig_207267: 15,179-41,074 (+)

22

MTase_II_00039 Type (CDS_0028)

29
kinase (CDS_0030)

integrase (CDS_0031)

32 33 34

capH (CDS_0035)

36
37

38

IMGVR_UViG_3300029443_000399|3300029443|Ga0243848_1000445|18580-69636: 15,174-46,517 (+)

MTase_II_00039 Type (CDS_0028)
29 30

integrase (CDS_0031)
32 33

34
35 36

37

SigH (VF0296) (CDS_0038)
excisionase (CDS_0039)

40
41

4243

capH (CDS_0044)

45
46

47

IMGVR_UViG_3300029791_000410|3300029791|Ga0243849_1000477|2-49816: 15,174-45,275 (+)

MTase_II_00039 Type (CDS_0028)
29 30

integrase (CDS_0031)
32

33
34 35

36

SigH (VF0296) (CDS_0037)
excisionase (CDS_0038)

39
40

4142

capH (CDS_0043)

44
45

46

uvig_75972: 15,175-43,992 (+)

24

MTase_II_00039 Type (CDS_0029)

30
transposase (CDS_0031)

32 33 34 35 36
mads_8 (CDS_0037)

38 39 40 41

capH (CDS_0042)

43
44

45

uvig_192926: 15,179-42,042 (+)

MTase_II_00039 Type (CDS_0028)
29 30

ParB-like partition protein (CDS_0031)
MazF-like growth inhibitor (CDS_0032)

33
34 35

capH (CDS_0036)
37

38
39

HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (CDS_0040)

41 42
HitABC (VF0268) (CDS_0043)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0044)

excisionase (CDS_0045)

capH (CDS_0046)
capH (CDS_0047)

48
49

50

uvig_162110: 15,175-46,030 (+)

MTase_II_00039 Type (CDS_0028)

29 30 31
tRNA-Lys(CTT)
integrase (CDS_0032)

33
34

35 36 37

FtsK/SpoIIIE-like protein (CDS_0038)

39

DNA helicase (CDS_0040)

41
42

43 44 45 46

capH (CDS_0047)

48
49

50

SAMN05826491_a1_ct3237: 15,176-55,611 (+)

MTase_II_00039 Type (CDS_0028)

29
30

DNA helicase (CDS_0031)

32 33 34 35 36 37 38 39 40 41 42 43
MADS__mad1 (CDS_0044)

45 46

COG2378 CAS-I,CAS-II,CAS-III,CAS-IV,CAS-V,CAS-VI; (CDS_0047)

48 49

capH (CDS_0050)

51
52

53 56

OTU_2400: 15,175-34,764 (+)

MTase_II_00039 Type (CDS_0028)
29 30 31 32 33 34 35

PDC-M69A_WP_216276383.1 (CDS_0036)

39

OTU_3113: 15,176-30,941 (+)

MTase_II_00039 Type (CDS_0028)
29 30 PDC-M69A_WP_216276383.1 (CDS_0031)

uvig_132209: 15,175-42,698 (+)

MTase_II_00039 Type (CDS_0028)

29 30
ATPase (CDS_0031)

32 33 34

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0035)

36 37 38 39 40 PDC-M69A_WP_216276383.1 (CDS_0041)

uvig_443663_: 15,175-40,563 (+)

MTase_II_00039 Type (CDS_0028)

29
PEB1 (VF0327) (CDS_0030)

31 32 33 34
ATPase (CDS_0035)

36 37

transcriptional repressor (CDS_0038)
PDC-M69A_WP_216276383.1 (CDS_0039)

40
41

uvig_211354: 15,172-38,968 (+)

MTase_II_00039 Type (CDS_0028)
29 30 31

MazEF__MazF (CDS_0032)

33
AbiLi-1 AbiLi (CDS_0034)

retron_type_VI_hth_cluster2_1 (CDS_0035)

36

methyltransferase (CDS_0037)
tRNA methyltransferase (CDS_0038)

39 40 PDC-M69A_WP_216276383.1 (CDS_0041)

IMGVR_UViG_3300029425_000259|3300029425|Ga0243935_100471|13478-65125: 15,175-47,107 (+)

MTase_II_00039 Type (CDS_0028)

Gao_Mza__MzaE (CDS_0029)
MTase_II_00011 Type (CDS_0030)

31 32 33 34 35
AbiLi-1 AbiLi (CDS_0036)

37 38 39

Specificity_I_00033 Type (CDS_0040)

41

REase_I_00008 Type (CDS_0042)

43

PDC-M69A_WP_216276383.1 (CDS_0044)

45
46

IMGVR_UViG_3300029375_000418|3300029375|Ga0243934_1000516|13428-61870: 15,175-43,902 (+)

MTase_II_00039 Type (CDS_0028)

Gao_Mza__MzaE (CDS_0029)
MTase_II_00011 Type (CDS_0030)

31 32 33 34 35 36
Specificity_I_00033 Type (CDS_0037)

38

REase_I_00008 Type (CDS_0039)

40

PDC-M69A_WP_216276383.1 (CDS_0041)

42
43

uvig_387369: 9,456-27,320 (+)

16 17 18 21 22 23 24 25 26 MTase_II_00039 Type (CDS_0028)

uvig_58365: 15,175-36,790 (+)

22
MTase_II_00039 Type (CDS_0028)

29 30
31

32

peptidase (CDS_0033)

34
transposase (CDS_0035)

36 37

PDC-M69A_WP_216276383.1 (CDS_0038)

39
40

uvig_183443: 15,175-41,596 (+)

MTase_II_00039 Type (CDS_0028)

29
30

31 32 33

34

35
36

37
38

39 40

FtsK/SpoIIIE-like protein (CDS_0041)

transcriptional regulator (CDS_0042)
PDC-M69A_WP_216276383.1 (CDS_0043)

uvig_133698: 15,175-41,950 (+)

MTase_II_00039 Type (CDS_0028)
29 30 31 32 33 34 35

36
37 38 39

40
41

42 43 44 45 46 47 48 PDC-M69A_WP_216276383.1 (CDS_0049)

uvig_135442: 15,043-38,109 (+)

MTase_II_00039 Type (CDS_0028)
transcriptional regulator (CDS_0029)

3031

clamp loader of DNA polymerase (CDS_0032)

33 34 35
integrase (CDS_0036)

PDC-M64C_WP_110053925.1 (CDS_0037)

38 39
capH (CDS_0040)

43 44

uvig_53027: 12,989-25,303 (+)

24
25

26

uvig_161222: 8,002-25,643 (+)

ABC transporter (CDS_0020) 21
transcriptional regulator (CDS_0022)

PDC-M69A_WP_216276383.1 (CDS_0023)

IMGVR_UViG_3300045988_146005|3300045988|Ga0495776_139458: 13,031-39,065 (+)

24
transcriptional regulator (CDS_0025)

26 27 28 29 30 31
32

33
34

35

DnaD-like helicase loader (CDS_0036)

37
38

terminase small subunit (CDS_0039)

40 41 42

PDC-M69A_WP_216276383.1 (CDS_0043)

44
45

uvig_166032: 13,031-38,813 (+)

transcriptional regulator (CDS_0024) 25 26 27 28 29

transcriptional repressor (CDS_0030)

31
32

33
34

DnaD-like helicase loader (CDS_0035)

36
37

terminase small subunit (CDS_0038)
major head protein (CDS_0039)

40

transcriptional repressor (CDS_0041)
PDC-M69A_WP_216276383.1 (CDS_0042)

43
44

uvig_501642: 13,339-32,201 (+)

21 22 23
endolysin (CDS_0024)

25

MTase_II_00039 Type (CDS_0027)

28 29 30

transcriptional regulator (CDS_0031)
PDC-M69A_WP_216276383.1 (CDS_0032)

33
34

SAMEA2580121_a1_ct13339_vs1: 13,339-29,060 (+)

23 27

capH (CDS_0028)

29
30

31

uvig_441833_: 35,783-53,883 (-)

48
49

50

capH (CDS_0051)

5253
54

555657

Sigma L (VF0855) (CDS_0058)

596061
62

63

endolysin (CDS_0064)

6566

IMGVR_UViG_3300029615_000416|3300029615|Ga0245146_100123|3-41646: 26,576-37,104 (+)

31 32
33

34

major head protein (CDS_0035)

36 37

capH (CDS_0038)

39
40

41

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


