
IMGVR_UViG_3300045988_041950|3300045988|Ga0495776_014179: 15,989-26,025 (+)

17

UG26 (CDS_0018)
19

20 21 22 23
24

25 26 27 28 29
30

31

MGV-GENOME-0288173: 16,088-25,933 (+)

20 24
25

26

IMGVR_UViG_3300029588_000331|3300029588|Ga0245111_1000413|1-46821: 15,995-28,031 (+)

23 24 25 26

uvig_506380: 15,991-27,274 (+)

22
holin (CDS_0025)

26 27 28

IMGVR_UViG_3300045988_061289|3300045988|Ga0495776_157975: 15,991-26,642 (+)

holin (CDS_0025)
transfer-messenger RNA SsrA

26 27

uvig_178895: 15,989-27,848 (+)

holin (CDS_0024)
clamp loader of DNA polymerase (CDS_0025)

26 27 integrase (CDS_0028)

uvig_338992: 15,995-28,163 (+)

24
holin (CDS_0025)

26 27

IMGVR_UViG_3300029871_000325|3300029871|Ga0245314_100418|1-46547: 19,310-27,872 (+)

holin (CDS_0024)
clamp loader of DNA polymerase (CDS_0025)

26

IMGVR_UViG_3300045988_058499|3300045988|Ga0495776_171154: 19,310-27,079 (+)

Specificity_I_00138 Type (CDS_0025)
26

uvig_183767: 19,310-29,418 (+)

clamp loader of DNA polymerase (CDS_0025)
26 integrase (CDS_0027)

uvig_196981: 19,791-28,577 (+)

ParB-like partition protein (CDS_0026)
transposase (CDS_0027)

integrase (CDS_0028)

IMGVR_UViG_3300045988_113066|3300045988|Ga0495776_138038: 19,103-27,358 (+)

24 25 26

MGV-GENOME-0329278: 19,310-26,286 (+)

24 25

IMGVR_UViG_3300029873_000357|3300029873|Ga0245321_100403|13408-59808: 19,310-27,608 (+)

25 26

IMGVR_UViG_3300029616_000016|3300029616|Ga0245133_100810: 18,229-24,649 (+)

25

MGV-GENOME-0298503: 19,310-27,240 (+)

25 26

MGV-GENOME-0291081: 19,310-25,738 (+)

24

IMGVR_UViG_3300029738_000277|3300029738|Ga0245262_100385|1-47870: 19,404-29,753 (+)

25 26 27

uvig_187931: 15,995-25,668 (+)

integrase (CDS_0024)

MGV-GENOME-0332448: 19,310-27,317 (+)

24 25

IMGVR_UViG_3300045988_074733|3300045988|Ga0495776_166043: 19,395-28,580 (+)

25 26 27 28

IMGVR_UViG_3300045988_084945|3300045988|Ga0495776_132901: 19,209-26,213 (+)

24 25

MGV-GENOME-0290631: 19,310-25,921 (+)

25

IMGVR_UViG_3300045988_013127|3300045988|Ga0495776_086436: 19,310-26,008 (+)

25

IMGVR_UViG_3300045988_048284|3300045988|Ga0495776_132556: 19,400-27,398 (+)

25 26 31

MGV-GENOME-0311126: 19,310-26,245 (+)

25 26

MGV-GENOME-0319672: 19,310-27,060 (+)

25 26

uvig_313293: 19,287-26,610 (+)

25 26

uvig_27690: 19,310-27,569 (+)

25 26 27

MGV-GENOME-0290114: 19,310-27,026 (+)

25 26

uvig_34483: 19,310-27,963 (+)

clamp loader of DNA polymerase (CDS_0025)
26 27

MGV-GENOME-0297317: 19,309-27,221 (+)

RM_Type_II__Type_II_MTases_FAM_1 (CDS_0025)
26 27

uvig_160941: 19,309-26,847 (+)

25 26 integrase (CDS_0027)

IMGVR_UViG_3300045988_080193|3300045988|Ga0495776_098428: 19,310-27,205 (+)

2526 27

MGV-GENOME-0249953: 12,214-19,994 (+)

20

MGV-GENOME-0226960: 8,346-14,885 (+)

17

MGV-GENOME-0307290: 19,373-28,067 (+)

25 26 27

MGV-GENOME-0293457: 19,375-26,270 (+)

25 26

uvig_207085: 19,392-29,188 (+)

26 27 28 29
Sigma L (VF0855) (CDS_0030)

31

uvig_507353: 19,404-31,130 (+)

25 26 27
cation efflux protein (CDS_0028)

29

uvig_267202: 19,310-30,021 (+)

transposase (CDS_0025) 26
27

28
29

30 31

IMGVR_UViG_3300045988_047294|3300045988|Ga0495776_047131: 19,448-30,554 (+)

25
Control_protein_00001 control (CDS_0026)

27 28 29 30 31 32 33

MGV-GENOME-0330632: 19,310-29,324 (+)

2526
27

28
29

30
31

PDC-M64C_WP_110053925.1 (CDS_0032)

33 34

IMGVR_UViG_3300029709_000022|3300029709|Ga0245177_100708: 19,403-29,329 (+)

25 26
PDC-M64C_WP_110053925.1 (CDS_0027)

28 29

IMGVR_UViG_3300029718_000391|3300029718|Ga0245237_1000053|104836-153127: 19,310-29,614 (+)

25 26
27

28
29

30 31

uvig_572450: 19,304-31,830 (+)

24 25 26 27 28 29 30 31

uvig_530262: 19,403-36,090 (+)

25 26 27 28 29 30 31 32 33 34 35 36

IMGVR_UViG_3300029845_000178|3300029845|Ga0245277_1000433: 19,400-32,832 (+)

25 26 27 28 29 30 31 32 33 36

uvig_522007: 19,403-28,101 (+)

25 26 27 28 29

uvig_454946: 19,403-40,056 (+)

25 26
nudix hydrolase (CDS_0027)

28 29 30 31 32 33
EF-Tu (VF0877) (CDS_0034)

porphyrin biosynthesis (CDS_0035)

36 37 integrase (CDS_0038)

uvig_443012_: 19,310-41,262 (+)

25
clamp loader of DNA polymerase (CDS_0026)

27 28 29 30 31 32 33 34 35 36
37

integrase (CDS_0038)

MGV-GENOME-0244206: 17,894-28,359 (-)

363940414647

IMGVR_UViG_3300045988_119363|3300045988|Ga0495776_054951: 19,400-42,050 (+)

25

Hoc-like head decoration (CDS_0026)

27

28
29

30 31

holin (CDS_0032)

33 34 35 36
37

retron_type_VI_hth_cluster2_1 (CDS_0038)

39

porphyrin biosynthesis (CDS_0040)

41

MecI_of_mecA-NCBIFAM mecA-type methicillin resistance repressor MecI (NF000243.1) (CDS_0042)

43 44 45 46 47

uvig_201059: 19,400-34,116 (+)

porphyrin biosynthesis (CDS_0025)
26

MecI_of_mecA-NCBIFAM mecA-type methicillin resistance repressor MecI (NF000243.1) (CDS_0027)

28 29
integrase (CDS_0030)

integrase (CDS_0031)

MGV-GENOME-0189865: 1-4,727 (+)

1

uvig_191162: 19,403-37,857 (+)

25

clamp loader of DNA polymerase (CDS_0026)

27
DNA polymerase (CDS_0028)

transcriptional repressor (CDS_0029)

30 31 32 33 34

chloram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NF000491.1) (CDS_0035)
SMR_efflux_smr-NCBIFAM multidrug efflux SMR transporter Smr (NF000280.1) (CDS_0036)

37
38

PDC-M64C_WP_110053925.1 (CDS_0039)

40
integrase (CDS_0041)

uvig_203302: 19,403-40,034 (+)

clamp loader of DNA polymerase (CDS_0025)

26
DNA polymerase (CDS_0027)

transcriptional repressor (CDS_0028)

29 30 31 32 33

chloram_CatA-NCBIFAM type A chloramphenicol O-acetyltransferase (NF000491.1) (CDS_0034)
SMR_efflux_smr-NCBIFAM multidrug efflux SMR transporter Smr (NF000280.1) (CDS_0035)

36 37 38 39

uvig_471351: 19,310-40,464 (+)

clamp loader of DNA polymerase (CDS_0024)

25
PEB1 (VF0327) (CDS_0026)

27

FbpABC (VF0272) (CDS_0028)

29

efflux_ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NF045801.1) (CDS_0030)

31 32 33 34 35 36 37 38 integrase (CDS_0039)

uvig_389625: 19,310-50,451 (+)

25
ABC transporter (VF0818) (CDS_0026)

ABC transporter (VF0818) (CDS_0027)

28 29 30
ABC transporter (VF0818) (CDS_0031)

32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47

uvig_206527: 1-11,242 (+)

1 2
RNA polymerase sigma factor (CDS_0003)

4 5 6 7 8 9

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 tmRNA pseudogene


