
uvig_466489: 38,700-44,924 (+)

retron_type_VI_hth_cluster2_1 (CDS_0043)

44

transcriptional repressor (CDS_0045)

46
47

48 49 50 51
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0052)

53 54 55

MGV-GENOME-0215305: 13,125-19,361 (+)

capH (CDS_0020) 23

uvig_339249: 38,421-44,242 (+)

48 52 53

MGV-GENOME-0308875: 24,696-33,277 (+)

29 35
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

42

IMGVR_UViG_3300045988_034692|3300045988|Ga0495776_185047: 28,816-35,219 (+)

34 38 42 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0043)

IMGVR_UViG_3300045988_018482|3300045988|Ga0495776_179720: 24,619-32,820 (+)

36

uvig_384189: 32,101-38,203 (+)

41

MGV-GENOME-0217745: 13,109-19,636 (+)

24 31

MGV-GENOME-0224153: 14,583-20,947 (+)

24

uvig_495915: 4,052-14,043 (-)

15integrase (CDS_0022)

IMGVR_UViG_3300045988_047630|3300045988|Ga0495776_172818: 24,699-34,690 (+)

37

MGV-GENOME-0301441: 24,696-35,245 (+)

37

uvig_167030: 33,765-39,872 (+)

42

IMGVR_UViG_3300045988_087843|3300045988|Ga0495776_117356: 28,536-34,927 (+)

38

MGV-GENOME-0299305: 28,536-34,927 (+)

capH (CDS_0035) 38

MGV-GENOME-0297702: 24,687-34,730 (+)

31 37

IMGVR_UViG_3300045988_037185|3300045988|Ga0495776_097975: 24,618-34,601 (+)

36

IMGVR_UViG_3300014958_000004|3300014958|Ga0134421_1000342: 24,672-34,617 (+)

38

uvig_463342: 28,376-35,974 (+)

38 39 40 41 48
replication initiation protein (CDS_0049)

uvig_137913: 29,237-35,665 (+)

38 39 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0044)

IMGVR_UViG_3300045988_041467|3300045988|Ga0495776_185868: 24,731-35,055 (+)

31 37 38

MGV-GENOME-0297730: 24,622-34,755 (+)

36

IMGVR_UViG_3300045988_052432|3300045988|Ga0495776_098314: 24,622-34,755 (+)

36 42

IMGVR_UViG_640963057_000002|640963057|640967415|54672-100723: 24,619-34,535 (+)

30 36 41

IMGVR_UViG_2811995116_000004|2811995116|2812073720|1387081-1430744: 24,619-32,147 (+)

35

MGV-GENOME-0298879: 24,696-34,568 (+)

36

uvig_551346: 29,135-35,370 (+)

38

ivig_2691: 35,614-41,501 (+)

44 DNA methyltransferase (CDS_0049)

IMGVR_UViG_3300045988_077846|3300045988|Ga0495776_134662: 31,915-38,443 (+)

41

IMGVR_UViG_3300045988_066989|3300045988|Ga0495776_161591: 28,664-35,192 (+)

38

MGV-GENOME-0293300: 28,718-35,844 (+)

37 38

MGV-GENOME-0298954: 24,622-34,921 (+)

30 37 38 RM_Type_II__Type_II_MTases_FAM_0 (CDS_0042)

IMGVR_UViG_3300045988_059301|3300045988|Ga0495776_106151: 24,622-34,795 (+)

36 37

uvig_115609: 34,661-40,846 (+)

42 43

MGV-GENOME-0265775: 18,940-28,050 (+)

22 29 30

IMGVR_UViG_3300045988_034129|3300045988|Ga0495776_136607: 24,686-35,869 (+)

30 37 38

MGV-GENOME-0278470: 19,765-30,632 (+)

23 30 31

IMGVR_UViG_3300029778_000080|3300029778|Ga0243887_1000400: 31,875-38,079 (+)

38 39

uvig_448754: 24,751-34,834 (+)

36 37

IMGVR_UViG_3300045988_054458|3300045988|Ga0495776_161760: 28,456-34,895 (+)

38 39

uvig_484063: 41,539-47,687 (+)

49 50

MGV-GENOME-0299926: 28,685-35,085 (+)

39 40

MGV-GENOME-0296584: 24,663-34,924 (+)

36 37

MGV-GENOME-0193816: 6,759-15,410 (+)

minor tail protein
9 16 17

MGV-GENOME-0307140: 24,384-32,287 (+)

28 34 35

uvig_206021: 27,414-37,698 (+)

39 40

uvig_449530: 24,699-34,758 (+)

37 38

IMGVR_UViG_3300045988_041451|3300045988|Ga0495776_006316: 24,619-34,706 (+)

37 38

uvig_384885: 30,431-36,605 (+)

40 41

IMGVR_UViG_3300045988_031724|3300045988|Ga0495776_185678: 24,618-32,686 (+)

35 36

uvig_409275: 24,619-34,082 (+)

37

IMGVR_UViG_3300045988_052179|3300045988|Ga0495776_138057: 24,731-34,259 (+)

37 38 40

MGV-GENOME-0297240: 24,622-34,558 (+)

37

Han_2018_ERR1398090_NODE_164_length_46357_cov_5.784869: 24,731-35,055 (+)

38

uvig_482470: 40,747-47,992 (+)

51 56

MGV-GENOME-0303840: 23,599-32,980 (+)

26 27 30 34

IMGVR_UViG_3300045988_013006|3300045988|Ga0495776_166075: 23,599-32,294 (+)

34

IMGVR_UViG_3300045988_025468|3300045988|Ga0495776_165886: 23,599-31,564 (+)

27 32 33

IMGVR_UViG_3300045988_047681|3300045988|Ga0495776_015858: 24,696-36,078 (+)

37 38 39 40 44 48

uvig_302629: 24,619-38,454 (+)

30 37 38 39 40

IMGVR_UViG_3300045988_022603|3300045988|Ga0495776_132427: 24,696-34,010 (+)

37 40

IMGVR_UViG_3300045988_059340|3300045988|Ga0495776_139351: 24,696-33,948 (+)

37

uvig_293321: 24,615-42,593 (+)

35 36 37

MATE_multi_NorM-NCBIFAM multidrug efflux MATE transporter NorM (NF000263.1) (CDS_0038)

anaerobic ribonucleoside reductase large subunit (CDS_0039)
QueC-like queuosine biosynthesis (CDS_0040)

41 42 43 48
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0049)

MGV-GENOME-0221026: 13,626-20,391 (+)

23 25 26 DNA ligase (CDS_0032) 33

MGV-GENOME-0205970: 9,564-17,714 (+)

13 14
tail length tape measure protein (CDS_0015)

20 21

uvig_170148: 37,477-44,567 (+)

50 51

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0055)
DNA methyltransferase (CDS_0056)

DNA methyltransferase (CDS_0057)

MGV-GENOME-0300153: 29,594-36,663 (+)

41
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)

43

IMGVR_UViG_3300045988_077038|3300045988|Ga0495776_097536: 28,825-36,519 (+)

37 41 42 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0043)

MGV-GENOME-0214831: 13,300-21,027 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0026)

MGV-GENOME-0302268: 24,696-34,224 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037)

IMGVR_UViG_3300045988_013004|3300045988|Ga0495776_179774: 26,645-34,364 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

uvig_389918: 23,115-30,131 (+)

29 30
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0034)

DNA methyltransferase (CDS_0035)

MGV-GENOME-0209614: 13,359-20,289 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0026)

MGV-GENOME-0320216: 24,689-33,558 (+)

31
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

39

MGV-GENOME-0265122: 15,369-22,385 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0025)
26

IMGVR_UViG_3300045988_042213|3300045988|Ga0495776_185765: 29,631-36,647 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0043)

MGV-GENOME-0213767: 13,815-20,830 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0028)

MGV-GENOME-0272961: 24,448-31,465 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

MGV-GENOME-0300822: 27,928-34,945 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)

uvig_382127: 36,926-44,850 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0050)

transposase (CDS_0051)
transposase (CDS_0052)

MGV-GENOME-0296486: 28,643-36,301 (+)

39
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)

IMGVR_UViG_3300045988_059619|3300045988|Ga0495776_097626: 24,696-35,579 (+)

36 37 39

OTU_1325: 28,574-36,720 (+)

40
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)

42 43 50

MGV-GENOME-0293197: 28,567-36,044 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)
41

MGV-GENOME-0288979: 27,266-34,637 (+)

43
Mom-like DNA modification protein (CDS_0044)

45

uvig_592001: 28,601-38,118 (+)

40 41

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0043)

44
45

DNA methyltransferase (CDS_0046)

7000 nt

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

defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus)


