
IMGVR_UViG_3300029227_000206|3300029227|Ga0168687_100074|57742-102973: 20,752-29,623 (+)

26
27

endolysin (CDS_0028)
holin (CDS_0029)

30
31

32
33 34 35

36
37 38

RM_Type_II__Type_II_MTases_FAM_4 (CDS_0039)

DNA polymerase exonuclease subunit (CDS_0040)

IMGVR_UViG_2843512418_000001|2843512418|2843512418|61945-108076: 20,752-31,007 (+)

tRNA-Leu(AAG)
32 33 34

IMGVR_UViG_3300045988_071472|3300045988|Ga0495776_117313: 20,752-30,795 (+)

32 33

IMGVR_UViG_3300045988_065411|3300045988|Ga0495776_097972: 20,753-30,302 (+)

32 33

IMGVR_UViG_3300045988_073287|3300045988|Ga0495776_093129: 20,752-29,706 (+)

32 33

ivig_4325: 20,753-31,227 (+)

33 34

IMGVR_UViG_2836830276_000001|2836830276|2836830276|1054493-1101434: 20,752-31,329 (+)

32 33

IMGVR_UViG_3300029546_000097|3300029546|Ga0244998_100284|38112-85168: 20,752-31,490 (+)

anaerobic ribonucleoside reductase large subunit (CDS_0032)
33

IMGVR_UViG_3300045988_069223|3300045988|Ga0495776_172207: 20,752-32,147 (+)

33 34

IMGVR_UViG_3300045988_074979|3300045988|Ga0495776_179398: 20,753-30,070 (+)

32 33

IMGVR_UViG_3300045988_088090|3300045988|Ga0495776_054458: 20,490-28,936 (+)

25 30 31 33

MGV-GENOME-0291085: 20,556-28,917 (+)

30
31

32

uvig_211601: 20,727-34,060 (+)

33 34
CHL_hydrolase-NCBIFAM chloramphenicol hydrolase (NF033149.0) (CDS_0035)

36 37 38

MGV-GENOME-0309306: 20,727-31,974 (+)

33 34 35

IMGVR_UViG_3300045988_063476|3300045988|Ga0495776_097185: 20,753-32,315 (+)

3233
PDC-M64C_WP_091840286.1 (CDS_0034)

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0035)

36

IMGVR_UViG_3300045988_071464|3300045988|Ga0495776_183767: 20,752-32,908 (+)

32 33 34 35 36

IMGVR_UViG_3300029606_000091|3300029606|Ga0242783_100236: 20,753-32,571 (+)

32
ABC-type heme transporter (VF0739) (CDS_0033)

34 35 36

uvig_183147: 20,752-33,104 (+)

32
33 34

MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0035)

integrase (CDS_0036)

MGV-GENOME-0307648: 20,751-33,483 (+)

32 33 34 35

IMGVR_UViG_3300029498_000095|3300029498|Ga0244218_100034|129452-174420: 20,752-29,842 (+)

32 33 3738

MGV-GENOME-0306618: 20,752-31,645 (+)

30 33 34 35

uvig_92805: 20,548-29,128 (+)

30 31

MGV-GENOME-0294722: 20,555-28,789 (+)

30 31

uvig_549432: 20,685-32,850 (+)

33

HicB-like antitoxin (CDS_0034)
35

36 37 38

MGV-GENOME-0310935: 20,753-30,502 (+)

33

34
35

36
37 38

SRS018623_a1_ct18415_vs01: 20,753-38,438 (+)

33 34 35 36 37
endolysin (CDS_0038)

dehydrogenase (CDS_0039)

40 41

MGV-GENOME-0287367: 20,341-28,937 (+)

24 29 30

MGV-GENOME-0276452: 19,546-28,580 (+)

35 36 41
42

43

IMGVR_UViG_3300029584_000281|3300029584|Ga0245112_100015|206425-253303: 20,752-31,639 (+)

32 33 34 41 42

MGV-GENOME-0292845: 20,752-29,676 (+)

31

MGV-GENOME-0295700: 20,752-29,920 (+)

32 33 36 37

IMGVR_UViG_3300045988_065443|3300045988|Ga0495776_092983: 20,752-29,564 (+)

32 33

IMGVR_UViG_3300045988_066016|3300045988|Ga0495776_136519: 20,752-31,975 (+)

33 34 35

MGV-GENOME-0295381: 20,752-29,851 (+)

33 34

IMGVR_UViG_3300045988_069206|3300045988|Ga0495776_139755: 20,752-28,629 (+)

32 33

IMGVR_UViG_3300023719_000247|3300023719|Ga0257059_100053|19328-65545: 20,752-31,092 (+)

PDC-M64C_WP_091840286.1 (CDS_0033)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0034)

35

IMGVR_UViG_3300045988_070438|3300045988|Ga0495776_054143: 20,752-29,927 (+)

33 34

uvig_225540: 19,385-28,491 (+)

31 32

IMGVR_UViG_3300045988_069427|3300045988|Ga0495776_098745: 20,752-30,793 (+)

32 33 34

uvig_178931: 20,719-30,528 (+)

32 33 integrase (CDS_0034)

IMGVR_UViG_3300014824_000609|3300014824|Ga0134492_1000292|30054-79080: 20,752-34,280 (+)

33 34 35 36

MGV-GENOME-0314391: 20,752-32,891 (+)

32 33 34 40 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)

IMGVR_UViG_3300029500_000084|3300029500|Ga0244793_100091|24993-69211: 20,555-27,937 (+)

30 31

MGV-GENOME-0261268: 20,554-29,395 (+)

30 31

uvig_371935: 20,543-29,384 (+)

30 31 37

MGV-GENOME-0297011: 20,556-29,263 (+)

30 31

IMGVR_UViG_3300029461_000130|3300029461|Ga0244130_100012|3-45790: 20,752-31,432 (+)

33 34 35

IMGVR_UViG_3300029509_000035|3300029509|Ga0244802_100455: 20,752-31,665 (+)

33 34 35

IMGVR_UViG_3300029847_000285|3300029847|Ga0245281_100059|49765-101187: 20,752-37,498 (+)

Trigger factor (VF1056) (CDS_0033)

anaerobic ribonucleoside reductase large subunit (CDS_0034)
anaerobic ribonucleotide reductase small subunit (CDS_0035)

dUTPase (CDS_0036)
37 38 39 40

IMGVR_UViG_3300029686_000211|3300029686|Ga0245204_100008|410692-460432: 20,751-33,035 (+)

31 32 endolysin (CDS_0033)

uvig_433162: 20,752-31,583 (+)

32 33 34 35

MGV-GENOME-0291898: 21,089-30,738 (+)

35
36

37 38 43

uvig_294844: 21,088-30,493 (+)

35
36

37

IMGVR_UViG_3300045988_072715|3300045988|Ga0495776_014460: 21,089-31,076 (+)

35
36

3738

IMGVR_UViG_3300045988_088669|3300045988|Ga0495776_092684: 21,090-30,632 (+)

34
35

36

IMGVR_UViG_3300029790_000135|3300029790|Ga0242825_1000726: 19,524-35,463 (+)

32 33 34 35 36
37

38

39
40

41 42 43

uvig_532508: 20,752-35,608 (+)

32 33 34 35 36
37

38 39 40

IMGVR_UViG_3300029582_000137|3300029582|Ga0245118_100422: 20,752-42,175 (+)

33 34 35 36 37
endolysin (CDS_0038)

39 40 41

anaerobic ribonucleotide reductase small subunit (CDS_0042)
anaerobic ribonucleoside reductase large subunit (CDS_0043)

44 45

MGV-GENOME-0283953: 20,752-27,736 (+)

33

MGV-GENOME-0277217: 20,752-26,932 (+)

32

IMGVR_UViG_3300029119_000133|3300029119|Ga0168816_100445: 20,752-35,127 (+)

33
CBASS__AG_E1_ThiF ThiF family (CDS_0034)

35 36

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NF033117.2) (CDS_0037)

38
39

40 41

ivig_159: 20,747-33,221 (+)

mads_8 (CDS_0036)
3738

PDC-M64C_WP_091840286.1 (CDS_0039)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0040)

41 42 49

IMGVR_UViG_2848739985_000001|2848739985|2848739985|108759-154412: 20,747-30,919 (+)

PDC-M64C_WP_091840286.1 (CDS_0036)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NF000131.1) (CDS_0037)

38 39

uvig_33098: 20,837-46,931 (+)

33
34 35 3637 38 39 40 41 42 43 44 45 46 47 48

DNA polymerase (CDS_0049)
50 51

uvig_363741: 20,687-47,815 (+)

Trigger factor (VF1056) (CDS_0033)
Trigger factor (VF1056) (CDS_0034)

anaerobic ribonucleoside reductase large subunit (CDS_0035)
anaerobic ribonucleotide reductase small subunit (CDS_0036)

dUTPase (CDS_0037)
38 39 40 41

42
43

44
45 46 47 48 49

uvig_285605: 20,752-46,701 (+)

33 34 35

mads_8 (CDS_0036)

3738 39
nuclease (CDS_0040)

41 42

tRNA splicing ligase (CDS_0043)

44 45 46 47 48 49

MGV-GENOME-0323302: 20,752-40,695 (+)

33 34 35 36
MazEF__MazF (CDS_0037)

retron_type_VI_hth_cluster2_1 (CDS_0038)

39 40 41

Retron_VI__HTH (CDS_0042)
integrase (CDS_0043)

44 45 46 47

uvig_78170: 20,752-38,711 (+)

33 34 35
36

37 3839

40
41

42

43 44 45

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0046)

47

uvig_181575: 20,752-46,630 (+)

32 33

ABC transporter (CDS_0034)
ABC transporter (CDS_0035)

36 37 38 39 40

Oligopeptide-binding protein oppA (VF0786) (CDS_0041)

ABC transporter (CDS_0042)
ABC transporter (CDS_0043)

44 45 46
integrase (CDS_0047)

53

uvig_131873: 20,836-45,544 (+)

32
33 34 3536 37 38

retron_III-A5 (CDS_0039)

40

retron_type_III_A5_prtase_various_cluster (CDS_0041)

42 43 44
integrase (CDS_0045)

46 47

MupB-NCBIFAM mupirocin-resistant isoleucine--tRNA ligase MupB (NF000258.1) (CDS_0048)

49 50 51

SAMEA1906547_a1_ct9315: 20,752-59,892 (+)

33 34 35 36 37 38 39
ThsC2_00001 HIT (CDS_0040)

41 42 4344 45 46 47 48
NAD synthetase (CDS_0049)

50 51 52 53 54 55

trim_DfrDGK-NCBIFAM DfrD/DfrG/DfrK family trimethoprim-resistant dihydrofolate reductase (NF000332.1) (CDS_0056)
57

58 59 60

uvig_494583: 20,425-24,352 (+)

29 30

10000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder)

defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA tmRNA pseudogene


