
uvig_203617: 8,909-27,283 (+)

13 14
tail length tape measure protein (CDS_0015)

16 17 18 19

endonuclease (CDS_0020)

21 22
Fur (VF0113) (CDS_0023)

24 25 26
integrase (CDS_0027)

28 29 30 31
32

33 34 35

uvig_198330: 9,298-28,158 (+)

15 19 20
endonuclease (CDS_0021)

22 23

Fur (VF0113) (CDS_0024)

25 26 27
integrase (CDS_0028)

29 31

uvig_178180: 9,307-28,187 (+)

19
endonuclease (CDS_0020)

21 22

Fur (VF0113) (CDS_0023)

24 25 26
integrase (CDS_0027)

28 29

uvig_95054: 9,250-24,003 (+)

18
integrase (CDS_0019)

20 22 23 24 25 31

MGV-GENOME-0231500: 9,250-19,931 (+)

18 20 21 22 23

MGV-GENOME-0216635: 9,297-22,581 (+)

19 20
holin (CDS_0021)

22 23 24

IMGVR_UViG_3300045988_054306|3300045988|Ga0495776_076298: 9,296-20,631 (+)

19 20
holin (CDS_0021)

22 23 24

MGV-GENOME-0201727: 9,297-19,940 (+)

19
SoFic__SoFic (CDS_0020)

IMGVR_UViG_3300023504_000357|3300023504|Ga0257038_100003|322670-360679: 9,298-29,632 (+)

20 21 22 23
endolysin (CDS_0024)

25 26 27
tRNA-Pro(TGG)

28

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0029)
MTase_II_00141 Type (CDS_0030)

REase_II_00136 Type (CDS_0031)

32 33

IMGVR_UViG_3300029610_000363|3300029610|Ga0245132_100209|52996-90404: 9,297-29,031 (+)

19 20
holin (CDS_0021)

22

endolysin (CDS_0023)

24 25 26 27

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0028)
MTase_II_00141 Type (CDS_0029)

REase_II_00136 Type (CDS_0030)
31 32

IMGVR_UViG_3300014541_000137|3300014541|Ga0134391_100022|33991-72061: 9,304-29,737 (+)

19 20 21 22
endolysin (CDS_0023)

24 25 26 27

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0028)
MTase_II_00141 Type (CDS_0029)

REase_II_00136 Type (CDS_0030)
31 32

uvig_376429: 9,304-34,809 (+)

19 20
holin (CDS_0021)

22

endolysin (CDS_0023)

24 25 26 27

trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NF000090.1) (CDS_0028)
MTase_II_00141 Type (CDS_0029)

REase_II_00136 Type (CDS_0030)
31 32

LPS (VF0561) (CDS_0033)

34
integrase (CDS_0035)

36

IMGVR_UViG_3300029843_000249|3300029843|Ga0245274_100138|3-35776: 9,306-26,332 (+)

20 21 22 23 24 25 27 28 29
30

31 retron_type_VI_hth_cluster2_1 (CDS_0032)

10000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)

AMR (AMRFinderPlus) tRNA


