
uvig_301178: 37,978-48,450 (+)

DNA polymerase (CDS_0050) 51 52 53 DNA helicase (CDS_0054) 55 56 DNA helicase (CDS_0057)
HNH endonuclease (CDS_0058)

59 60

OTU_1951: 30,124-41,229 (+)

39 43

IMGVR_UViG_3300045988_067137|3300045988|Ga0495776_186778: 30,657-43,016 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037) 41 44

IMGVR_UViG_3300045988_075505|3300045988|Ga0495776_171157: 35,119-46,836 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0046)
47 51

MGV-GENOME-0283654: 30,627-42,922 (+)

44

IMGVR_UViG_3300029445_000188|3300029445|Ga0243741_1000710|1-50699: 38,717-50,697 (+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0049) endonuclease (CDS_0056) 57

IMGVR_UViG_3300023490_000233|3300023490|Ga0257053_100046|96559-144665: 34,950-48,105 (+)

exonuclease (CDS_0045)
DNA helicase (CDS_0052)

DNA helicase (CDS_0053) 55

SRR5495007_NODE_7_length_46908_cov_20.335133: 36,485-46,906 (+)

53 55 56

IMGVR_UViG_3300045988_061342|3300045988|Ga0495776_110051: 29,698-41,466 (+)

41 45

MGV-GENOME-0264345: 27,688-39,214 (+)

37

IMGVR_UViG_3300045988_116603|3300045988|Ga0495776_151649: 33,234-45,331 (+)

47

uvig_302989: 28,850-41,240 (+)

35 40

IMGVR_UViG_3300021256_000182|3300021256|Ga0223826_10001462: 30,835-40,500 (+)

43 44 47

uvig_84860: 32,855-39,274 (+)

45

uvig_560061: 32,938-43,636 (+)

40 45

uvig_555766: 29,686-41,149 (+)

42

IMGVR_UViG_3300045988_073690|3300045988|Ga0495776_028957: 27,620-38,825 (+)

40

MGV-GENOME-0278472: 28,786-40,334 (+)

39

uvig_283009: 27,363-38,740 (+)

36

IMGVR_UViG_3300045988_061690|3300045988|Ga0495776_186939: 28,420-40,531 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0038) 41

MGV-GENOME-0255335: 23,909-36,047 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0033)

MGV-GENOME-0248585: 23,113-34,339 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)

uvig_171713: 40,214-51,995 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0054)

MGV-GENOME-0277391: 28,308-40,111 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037)

MGV-GENOME-0326504: 31,637-44,241 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0044)

MGV-GENOME-0276936: 27,729-40,018 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0036)

uvig_484677: 32,968-44,670 (+)

46

IMGVR_UViG_3300045988_103340|3300045988|Ga0495776_098603: 32,316-44,023 (+)

48 49

IMGVR_UViG_3300045988_088089|3300045988|Ga0495776_098036: 32,204-44,348 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0047)
48

IMGVR_UViG_3300030381_000145|3300030381|Ga0167499_1000514|1-44763: 29,951-42,591 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0041)
42

IMGVR_UViG_3300045988_073584|3300045988|Ga0495776_185816: 29,735-41,544 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040)
41

IMGVR_UViG_3300045988_071391|3300045988|Ga0495776_112366: 28,620-40,755 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0039) 40

MGV-GENOME-0242574: 22,521-33,993 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0035)
36

uvig_114396: 16,606-28,425 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0034)
35

MGV-GENOME-0311012: 36,611-48,672 (+)

49 50

MGV-GENOME-0279043: 28,636-40,440 (+)

38 39

uvig_25804: 16,646-28,208 (+)

32 33

IMGVR_UViG_3300045988_059188|3300045988|Ga0495776_173413: 27,114-38,867 (+)

35 36

MGV-GENOME-0269219: 26,812-38,520 (+)

36 37

MGV-GENOME-0296298: 26,031-37,742 (+)

32 33

IMGVR_UViG_3300045988_068913|3300045988|Ga0495776_157994: 27,587-39,814 (+)

38 39

IMGVR_UViG_3300045988_083850|3300045988|Ga0495776_001095: 28,577-39,966 (+)

37 38

MGV-GENOME-0253524: 24,103-35,743 (+)

29 31 32

MGV-GENOME-0296294: 29,994-40,801 (+)

40

uvig_73083: 18,250-29,306 (+)

36

uvig_573208: 30,387-43,395 (+)

38 radical SAM domain protein (CDS_0041)
RM_Type_II__Type_II_MTases_FAM_2 (CDS_0042)

MGV-GENOME-0281298: 28,756-41,784 (+)

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0040) 43

uvig_545354: 24,931-36,451 (+)

27 32 33 34

MGV-GENOME-0304368: 34,087-46,380 (+)

48 49 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0053)

IMGVR_UViG_3300026522_000059|3300026522|Ga0256406_1001298: 27,513-39,461 (+)

32 RM_Type_II__Type_II_MTases_FAM_2 (CDS_0037)

uvig_237680: 27,806-39,775 (+)

38

uvig_385058: 27,961-40,002 (+)

37

IMGVR_UViG_3300026163_000553|3300026163|Ga0265427_1001833|19728-59078: 25,400-38,278 (+)

35 37 39 40 41 DNA methyltransferase (CDS_0042) 46

IMGVR_UViG_3300022601_001505|3300022601|Ga0216345_10000548|176-38183: 24,701-36,936 (+)

35
MTase_II_00172 Type (CDS_0038)

39 40

IMGVR_UViG_3300022601_000045|3300022601|Ga0216345_10001289: 26,704-39,447 (+)

34 35 41
DNA methylase (CDS_0042)

43 44 46

IMGVR_UViG_3300028454_000287|3300028454|Ga0307245_1662684: 24,650-37,392 (+)

38
DNA methylase (CDS_0039)

40 41

IMGVR_UViG_3300022589_000049|3300022589|Ga0216346_10001444: 26,684-39,426 (+)

41
DNA methyltransferase (CDS_0042)

43

uvig_372854: 30,435-41,632 (+)

38 SspD_00001 SspD (CDS_0043)

IMGVR_UViG_3300045988_041831|3300045988|Ga0495776_147835: 24,527-35,724 (+)

SspD_00001 SspD (CDS_0038)
39

MGV-GENOME-0279814: 24,527-35,724 (+)

SspBCDE__SspD (CDS_0038)
39

SAMN11252284_a1_ct350021_vs1: 27,807-38,771 (+)

43

IMGVR_UViG_3300045988_049679|3300045988|Ga0495776_008861: 26,480-38,225 (+)

44 49

IMGVR_UViG_3300008096_000489|3300008096|Ga0114155_1000190|4525-44346: 28,075-39,820 (+)

43

5000 nt

DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (DefenseFinder) defence (PADLOC)


