
uvig_321756: 35,371-42,417 (+)

RusA-like Holliday junction resolvase (CDS_0052)
replication initiation protein (CDS_0053)

54
55

56

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0057)

58 59 60 61
transcriptional regulator (CDS_0062)

63 64

MGV-GENOME-0276511: 32,714-39,592 (+)

50
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0053)

54 55 56 57 58 59 60 61

uvig_214583: 32,303-39,528 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0054)
55 56 57 58

toxin (CDS_0059)
toxin-antitoxin system HicB-like (CDS_0060)

61 62

uvig_144622: 31,126-38,357 (+)

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0050)
51 52 53 54

toxin (CDS_0055)
toxin-antitoxin system HicB-like (CDS_0056)

57 58

IMGVR_UViG_2850063200_000001|2850063200|2850063228|71463-112060: 32,930-40,597 (+)

RusA-like Holliday junction resolvase 55 56

RNA-binding protein (CDS_0057)
Lar anti-RM (APIS033) (CDS_0058)

59 60
MTase_II_00074 Type (CDS_0061)

62 63 64

uvig_231918: 33,131-40,771 (+)

54 55

RNA-binding protein (CDS_0056)
Lar anti-RM (APIS033) (CDS_0057)

58 59
MTase_II_00074 Type (CDS_0060)

61 62 63

uvig_147426: 28,257-35,375 (+)

48 49 50 51
MTase_II_00074 Type (CDS_0052)

53 54 55

uvig_145294: 32,588-39,612 (+)

54 55
RNA-binding protein (CDS_0056)

Lar anti-RM (APIS033) (CDS_0057)

58 59 60 61 62

uvig_134144: 32,541-39,529 (+)

MTase_II_00157 Type (CDS_0054)56 57 58 59 60
MTase_II_00074 Type (CDS_0061)

62 63 64

MGV-GENOME-0238675: 28,038-35,026 (+)

51 52 53 54 55
MTase_II_00074 Type (CDS_0056)

57 58 59

uvig_249858: 32,709-39,263 (+); 1-4,880 (+)

terminase large subunit (CDS_0001)
portal protein (CDS_0002)

minor head protein (CDS_0003)
4 5RNA polymerase beta subunit (CDS_0052)

HNH endonuclease (CDS_0053)
55 56

RNA-binding protein (CDS_0057)
Lar anti-RM (APIS033) (CDS_0058)

59 60 61 62 63 64

IMGVR_UViG_3300045988_167353|3300045988|Ga0495776_008098: 32,548-40,917 (+); 1-4,845 (+)

4
MTase_II_00157 Type (CDS_0055)

56 57 58 59 60 61
MTase_II_00074 Type (CDS_0062)

63 64 65 66 67

IMGVR_UViG_3300045988_161369|3300045988|Ga0495776_072055: 31,937-40,258 (+)

MTase_II_00157 Type (CDS_0055) 56 57 58 59 60
MTase_II_00074 Type (CDS_0061)

62 63 64 65

MGV-GENOME-0270665: 34,680-40,407 (+); 1-4,475 (+)

52 59 60 61
MTase_II_00074 Type (CDS_0062)

63 64 65

uvig_328081: 34,646-40,373 (+); 1-2,836 (+)

59 60 61

MGV-GENOME-0288221: 38,634-43,873 (+)

59

MTase_II_00074 Type (CDS_0060)
drt-cluster7 DRT (CDS_0061)

62 63

MGV-GENOME-0275158: 31,179-37,319 (+)

51 53 5455 56 58

MGV-GENOME-0256943: 30,951-37,364 (+)

54 55 56 57 58 59 60 61

uvig_295888: 31,851-37,941 (+)

53 54 55 56 57 58 59

uvig_288632: 30,572-38,109 (+)

45
phosphoadenosine phosphosulfate reductase (CDS_0050)

51 52 53 54 55 56 57 58

uvig_138961: 41,706-49,398 (+); 1-4,472 (+)

RNA polymerase beta subunit (CDS_0064)
HNH endonuclease (CDS_0065)

66 67 68 69 71 72

MGV-GENOME-0254654: 30,050-37,528 (+)

45
replication terminator (CDS_0047)

48

replication initiation protein (CDS_0049)
RNA polymerase beta subunit (CDS_0053)

HNH endonuclease (CDS_0054)
55 56

MTase_II_00074 Type (CDS_0057)

58 59 60

uvig_148968: 25,476-32,571 (+)

RNA polymerase beta subunit (CDS_0044)
HNH endonuclease (CDS_0045)

46

MTase_II_00074 Type (CDS_0047)

48 49 50 51 52

MGV-GENOME-0262150: 30,295-37,729 (+)

52 53
54

55 56 57 58
transcriptional regulator (CDS_0059)

60

MGV-GENOME-0266989: 25,792-33,669 (+)

47 48
49

50 51 52 53 54 55 56 57 58

IMGVR_UViG_3300029495_000321|3300029495|Ga0244015_1000193|40068-81893: 34,867-41,825 (+)

59 60 61 62 63 64

MGV-GENOME-0274194: 33,641-41,070 (+)

57 58 59 60 61 62

uvig_157727: 36,057-41,980 (+)

58 59 60 61 62 63

uvig_593674: 33,368-40,976 (+)

55
toxin (CDS_0056)

toxin-antitoxin system HicB-like (CDS_0057)

58 59 60

MGV-GENOME-0273983: 33,205-41,034 (+); 1-2,836 (+)

54 55 56 57 58 60 61 62 63

IMGVR_UViG_3300045988_141344|3300045988|Ga0495776_024881: 33,205-41,034 (+); 1-2,836 (+)

54 55 56 57 58

SAMEA3951773_b1_ct9: 33,520-40,384 (+)

56 57

Kang_0023_ST003_A_NODE_23_length_40942_cov_140.786827: 33,362-40,942 (+); 1-4,883 (+)

58 59 60 61 62 63 64 65

MGV-GENOME-0251447: 29,397-36,976 (+)

53 54 55 56 57 58 59 60

MGV-GENOME-0301028: 36,433-43,179 (+)

59 60 61 62 63 64 65 66

uvig_64027: 33,957-40,702 (+)

55 56 57 58 59 60 61 62 63

IMGVR_UViG_3300029407_000185|3300029407|Ga0243764_100035|60350-100966: 32,766-40,615 (+)

55 56 57 58 59 60
FS_HP_SDH_sah__SDH_sah (CDS_0061)

62 63

5000 nt

DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover transcription regulation unknown function defence (DefenseFinder)

defence (PADLOC) anti-defence (dbAPIS)


