
IMGVR_UViG_3300029112_000009|3300029112|Ga0168820_100554: 20,766-31,965 (+)

27 28 29 30
capH (CDS_0031)

32 33 34 35 36 37 38

oMTase_00015 orphan (CDS_0039)
replication initiation protein (CDS_0040)

41 42 43 44 45

MGV-GENOME-0275657: 19,929-31,644 (+)

26 33 34 35 36 37 oMTase_00015 orphan (CDS_0038)

uvig_131782: 23,271-33,538 (+)

ABC transporter 37 38 39 40 41 oMTase_00015 orphan (CDS_0042)

uvig_541968: 21,998-36,358 (+)

29 32 34 36 37 38 39

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)
oMTase_00015 orphan (CDS_0041)

42

IMGVR_UViG_3300045988_075946|3300045988|Ga0495776_147810: 22,130-33,436 (+)

35 36 37 38

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0354707: 28,648-39,168 (+)

41 43 44 45
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0046)

47 oMTase_00015 orphan (CDS_0048)

uvig_290425: 26,772-37,608 (+)

40 41 42
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0043)

44 oMTase_00015 orphan (CDS_0045) 49 51

uvig_572315: 25,014-35,211 (+)

36 37 38
DNA methyltransferase (CDS_0039)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)

41 43

IMGVR_UViG_3300045988_074899|3300045988|Ga0495776_147730: 23,209-33,351 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

39 40
oMTase_00015 orphan (CDS_0041)

MGV-GENOME-0271006: 22,878-32,725 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037) oMTase_00015 orphan (CDS_0038)

MGV-GENOME-0267565: 22,994-31,863 (+)

37

uvig_293737: 19,197-29,207 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0031) 32
oMTase_00015 orphan (CDS_0033)

MGV-GENOME-0208984: 8,133-21,030 (+)

12 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0020) 21
oMTase_00015 orphan (CDS_0022)

MGV-GENOME-0292466: 23,340-33,353 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)
VCA0447 (CDS_0037)

oMTase_00015 orphan (CDS_0038)

IMGVR_UViG_3300045988_050521|3300045988|Ga0495776_170139: 22,325-33,353 (+)

35

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)

VCA0447 (CDS_0037)
oMTase_00015 orphan (CDS_0038)

uvig_311223: 31,898-41,134 (+)

DNA methylase (CDS_0053) 54

MGV-GENOME-0273564: 23,086-32,909 (+)

DNA methyltransferase (CDS_0037)
oMTase_00015 orphan (CDS_0038)

39

MGV-GENOME-0285006: 24,091-34,273 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

VCA0447 (CDS_0039)
oMTase_00015 orphan (CDS_0040)

41

uvig_115610: 9,443-20,099 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0022)

VCA0447 (CDS_0023)
oMTase_00015 orphan (CDS_0024)

25

IMGVR_UViG_3300045988_076944|3300045988|Ga0495776_146265: 22,932-32,913 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)

VCA0447 (CDS_0037)
oMTase_00015 orphan (CDS_0038)

39

uvig_227463: 28,112-36,407 (+)

44 45
oMTase_00015 orphan (CDS_0046)

47

IMGVR_UViG_3300045988_063307|3300045988|Ga0495776_162144: 24,617-32,913 (+)

38 39
oMTase_00015 orphan (CDS_0040)

41

IMGVR_UViG_3300045988_047451|3300045988|Ga0495776_114092: 24,593-32,889 (+)

32 39 40
oMTase_00015 orphan (CDS_0041)

42

uvig_291690: 36,040-42,858 (+)

42 43 44
oMTase_00015 orphan (CDS_0045)

46

IMGVR_UViG_3300045988_042818|3300045988|Ga0495776_149030: 21,028-30,325 (+)

34 35 36
oMTase_00015 orphan (CDS_0037)

38

MGV-GENOME-0199548: 7,677-19,228 (+)

11 tail length tape measure protein (CDS_0012) 19 20 21
oMTase_00015 orphan (CDS_0022)

23

IMGVR_UViG_3300045988_084132|3300045988|Ga0495776_147964: 22,627-32,258 (+)

36 37 38
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0270958: 22,913-32,417 (+)

cd06127 CAS-I,CAS-II,CAS-III,CAS-IV,CAS-V,CAS-VI; (CDS_0031) 36 37 38
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0347351: 22,996-32,543 (+)

38 39 40
oMTase_00015 orphan (CDS_0041)

42

MGV-GENOME-0222674: 13,877-21,841 (+)

22 23 24
oMTase_00015 orphan (CDS_0025)

26

IMGVR_UViG_3300045988_065991|3300045988|Ga0495776_029059: 22,135-32,417 (+)

35 36 37 38
oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300029245_000023|3300029245|Ga0168762_100729: 23,239-33,118 (+)

37 38 39
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0275614: 22,955-32,699 (+)

37 38 39
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0260995: 20,367-29,989 (+)

34 35 36 37
oMTase_00015 orphan (CDS_0038)

39

MGV-GENOME-0222670: 14,320-23,952 (+)

23 24 25 26
oMTase_00015 orphan (CDS_0027)

28

MGV-GENOME-0229944: 11,036-21,037 (+)

20 21 22 23
oMTase_00015 orphan (CDS_0024)

25

MGV-GENOME-0215278: 8,133-20,314 (+)

19 20 21 22
oMTase_00015 orphan (CDS_0023)

24

MGV-GENOME-0216793: 13,087-22,529 (+)

22 23 24 25
oMTase_00015 orphan (CDS_0026)

MGV-GENOME-0275398: 23,116-32,667 (+)

38 39 40 41
oMTase_00015 orphan (CDS_0042)

43

uvig_288080: 22,720-31,950 (+)

38 39 40 41
oMTase_00015 orphan (CDS_0042)

43

MGV-GENOME-0276502: 23,043-32,891 (+)

37 38
oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_072806|3300045988|Ga0495776_111266: 22,096-32,042 (+)

37 38 39
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0317699: 18,810-28,757 (+)

34 35 36

DNA methyltransferase (CDS_0037)
oMTase_00015 orphan (CDS_0038)

39

MGV-GENOME-4418202: 24,433-32,803 (+)

34 39 40 41
oMTase_00015 orphan (CDS_0042)

43

uvig_81858: 23,348-31,717 (+)

38 39 40
oMTase_00015 orphan (CDS_0041)

42

MGV-GENOME-0278487: 24,920-33,291 (+)

38 39 40 41
oMTase_00015 orphan (CDS_0042)

43

MGV-GENOME-0275493: 23,037-32,669 (+)

37 38 39
oMTase_00015 orphan (CDS_0040)

41

IMGVR_UViG_3300045988_069956|3300045988|Ga0495776_162702: 22,724-31,933 (+)

35 36 37
oMTase_00015 orphan (CDS_0038)

39

IMGVR_UViG_3300045988_058503|3300045988|Ga0495776_005678: 20,965-31,586 (+)

35 36 37 38 39
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0207912: 14,172-21,316 (+)

22 23 24
oMTase_00015 orphan (CDS_0025)

26

uvig_543315: 22,791-31,877 (+)

36 37
MTase_II_00172 Type (CDS_0038)

oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_060591|3300045988|Ga0495776_113741: 22,954-32,754 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037)

VCA0447 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0349434: 41,555-49,888 (+)

55 56

uvig_299147: 23,330-31,663 (+)

39 40

IMGVR_UViG_3300045988_157213|3300045988|Ga0495776_180129: 22,401-30,734 (+)

29 31 32

uvig_528630: 14,015-21,923 (+)

24 25

MGV-GENOME-0221287: 15,249-23,605 (+)

21 VCA0447 (CDS_0023)
oMTase_00015 orphan (CDS_0024)

25 26

MGV-GENOME-0232356: 13,778-23,723 (+)

VCA0447 (CDS_0023)
oMTase_00015 orphan (CDS_0024)

25 26

IMGVR_UViG_3300006464_000020|3300006464|Ga0100221_1000577: 23,327-33,272 (+)

MTase_II_00172 Type (CDS_0039)
oMTase_00015 orphan (CDS_0040)

41 42

uvig_324498: 23,099-32,619 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_073971|3300045988|Ga0495776_147701: 23,803-31,800 (+)

37
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

39

MGV-GENOME-0278560: 23,300-33,626 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

uvig_74639: 25,525-33,516 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0276732: 21,485-31,347 (+)

35

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)
oMTase_00015 orphan (CDS_0037)

38

IMGVR_UViG_3300008520_000356|3300008520|Ga0111044_100069|130742-171687: 23,332-32,490 (+)

38

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

40
oMTase_00015 orphan (CDS_0041)

MGV-GENOME-0200749: 10,095-20,067 (+)

20

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0021)

22
oMTase_00015 orphan (CDS_0023)

24

SRS015663_a1_ct25698: 22,957-32,194 (+)

37
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

oMTase_00015 orphan (CDS_0039)

MGV-GENOME-0243100: 17,517-27,018 (+)

27

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0028)
oMTase_00015 orphan (CDS_0029)

30

uvig_273926: 24,941-35,144 (+)

40 41

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)
oMTase_00015 orphan (CDS_0043)

44

uvig_434118: 22,894-33,096 (+)

37 38

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)
oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0278254: 23,212-32,733 (+)

37
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

39

IMGVR_UViG_3300045988_064680|3300045988|Ga0495776_127606: 18,485-28,798 (+)

29

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0030)
oMTase_00015 orphan (CDS_0031)

32

MGV-GENOME-0274663: 23,263-33,144 (+)

39

DNA methyltransferase (CDS_0040)
oMTase_00015 orphan (CDS_0041)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)

IMGVR_UViG_3300045988_069959|3300045988|Ga0495776_070725: 23,116-33,055 (+)

37 38 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

IMGVR_UViG_3300045988_069325|3300045988|Ga0495776_162438: 22,011-32,733 (+)

35 36 37
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)

39

IMGVR_UViG_3300045988_116873|3300045988|Ga0495776_154901: 30,422-40,492 (+)

46 47
oMTase_00015 orphan (CDS_0048)

49

IMGVR_UViG_3300023490_000018|3300023490|Ga0257053_100339: 23,249-33,610 (+)

37 38 39
oMTase_00015 orphan (CDS_0040)

41

uvig_486965: 24,553-34,754 (+)

40 41
oMTase_00015 orphan (CDS_0042)

43

IMGVR_UViG_3300045988_059295|3300045988|Ga0495776_114109: 23,229-32,896 (+)

38 39
oMTase_00015 orphan (CDS_0040)

41

uvig_253989: 22,948-32,737 (+)

37 38
oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_062875|3300045988|Ga0495776_110108: 22,324-33,134 (+)

36 37 38 39
oMTase_00015 orphan (CDS_0040)

41

IMGVR_UViG_3300029426_000011|3300029426|Ga0242789_100753: 23,140-33,874 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

uvig_48134: 13,930-24,192 (+)

23
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0024)

25

MGV-GENOME-0227197: 13,774-24,570 (+)

23

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0024)
oMTase_00015 orphan (CDS_0025)

26

uvig_424054: 29,417-39,412 (+)

45
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0046)

47

IMGVR_UViG_3300045988_093544|3300045988|Ga0495776_148023: 22,439-31,583 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0277332: 22,130-32,129 (+)

36

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037)

38
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0210471: 11,038-21,776 (+)

21

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0022)

23
oMTase_00015 orphan (CDS_0024)

25

IMGVR_UViG_3300045988_066579|3300045988|Ga0495776_179964: 22,870-33,212 (+)

37

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038)
oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_072289|3300045988|Ga0495776_179469: 24,425-33,843 (+)

38
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039)

40

IMGVR_UViG_3300045988_063239|3300045988|Ga0495776_027779: 23,714-33,886 (+)

39 40 41
oMTase_00015 orphan (CDS_0042)

43

IMGVR_UViG_2873758527_000001|2873758527|2873758551: 23,848-33,838 (+)

39 40
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)

oMTase_00015 orphan (CDS_0042)

IMGVR_UViG_3300045988_112690|3300045988|Ga0495776_028663: 31,635-40,594 (+)

42 46
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0047)

oMTase_00015 orphan (CDS_0048)

uvig_482736: 44,282-53,533 (+)

58 59
oMTase_00015 orphan (CDS_0060)

61

OTU_2293: 22,958-31,463 (+)

37 38

IMGVR_UViG_2837420027_000002|2837420027|2837420033|4346-47338: 25,394-34,965 (+)

40 41 42
oMTase_00015 orphan (CDS_0043)

44

MGV-GENOME-0274253: 23,116-33,051 (+)

38 39 40
MTase_II_00072 Type (CDS_0041)

DNA methyltransferase (CDS_0042)

43

IMGVR_UViG_3300045988_059856|3300045988|Ga0495776_025013: 23,116-33,051 (+)

38 39 40
MTase_II_00072 Type (CDS_0041)

42 43

IMGVR_UViG_3300045988_072777|3300045988|Ga0495776_172721: 21,344-30,891 (+)

36 37 38
MTase_II_00072 Type (CDS_0039)

40 41

uvig_156160: 22,636-32,861 (+)

37 38 39

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)

41
oMTase_00015 orphan (CDS_0042)

43

uvig_426318: 21,351-30,362 (+)

35 36 37
oMTase_00015 orphan (CDS_0038)

39

MGV-GENOME-0263520: 22,130-30,426 (+)

35 36 37
oMTase_00015 orphan (CDS_0038)

39

uvig_255211: 37,382-46,293 (+)

48 50 53 54 55
oMTase_00015 orphan (CDS_0056)

57

IMGVR_UViG_3300029534_000090|3300029534|Ga0245005_100125|6651-46683: 22,946-31,857 (+)

36 37 38
oMTase_00015 orphan (CDS_0039)

40

MGV-GENOME-0277252: 24,529-33,621 (+)

38 39 40 41
oMTase_00015 orphan (CDS_0042)

43

MGV-GENOME-0276422: 24,871-33,185 (+)

34 39

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)

41
oMTase_00015 orphan (CDS_0042)

IMGVR_UViG_3300045988_103919|3300045988|Ga0495776_098775: 28,611-38,089 (+)

45 46 47
oMTase_00015 orphan (CDS_0048)

49

IMGVR_UViG_3300029337_000017|3300029337|Ga0243320_1000702: 23,167-32,645 (+)

37
MTase_II_00172 Type (CDS_0038)

39

oMTase_00015 orphan (CDS_0040)

41

IMGVR_UViG_3300045988_057232|3300045988|Ga0495776_046384: 23,090-32,553 (+)

37 38
MTase_II_00172 Type (CDS_0039)

40

oMTase_00015 orphan (CDS_0041)

42

IMGVR_UViG_3300045988_061015|3300045988|Ga0495776_148566: 22,311-31,248 (+)

36 37
MTase_II_00172 Type (CDS_0038)

39

oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0274106: 22,136-30,989 (+)

36 37
MTase_II_00172 Type (CDS_0038)

39

oMTase_00015 orphan (CDS_0040)

41

MGV-GENOME-0294159: 23,221-33,181 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)
VCA0447 (CDS_0037)

38

oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_059611|3300045988|Ga0495776_157259: 23,221-33,181 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)
MTase_II_00172 Type (CDS_0037)

38

oMTase_00015 orphan (CDS_0039)

40

IMGVR_UViG_3300045988_078896|3300045988|Ga0495776_177315: 23,910-33,791 (+)

38
VCA0447 (CDS_0039)

40

oMTase_00015 orphan (CDS_0041)

42 43

IMGVR_UViG_3300045988_075473|3300045988|Ga0495776_001123: 23,004-32,961 (+)

38 39 40 41 42 43
oMTase_00015 orphan (CDS_0044)

45

MGV-GENOME-0276891: 24,592-32,961 (+)

40 41 42 43
oMTase_00015 orphan (CDS_0044)

45

MGV-GENOME-0195323: 11,015-19,093 (+)

20 21 22

IMGVR_UViG_3300045988_065938|3300045988|Ga0495776_028898: 23,095-32,284 (+)

36 38 39
oMTase_00015 orphan (CDS_0040)

41

uvig_259824: 12,833-22,599 (+)

25 26
oMTase_00015 orphan (CDS_0027)

28

MGV-GENOME-0225115: 13,066-22,897 (+)

23 24 25
oMTase_00015 orphan (CDS_0026)

27

uvig_290519: 27,283-37,840 (+)

42 43
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0044)

oMTase_00015 orphan (CDS_0045) 50 DS-15__DS-15A (CDS_0051)

MGV-GENOME-0293831: 23,577-34,746 (+)

38 39
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)

oMTase_00015 orphan (CDS_0041) 46

uvig_592003: 27,120-33,261 (+)

38 39 42 43

5000 nt

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

defence (PADLOC)


