
Han_2018_ERR1398172_NODE_216_length_54152_cov_32.693199: 46,692-54,152 (+); 1-2,868 (+)

terminase large subunit (CDS_0001)
2

ERCC4-type nuclease (CDS_0066)

67
DNA primase/helicase (CDS_0068)

69 70 71 72 73 74 75 76 77 78 79

terminase small subunit (CDS_0080)

IMGVR_UViG_3300045988_009561|3300045988|Ga0495776_100047: 36,742-43,650 (+)

58 59 60 61 62 63 64

SAMN03418286_a1_ct99636_vs1: 36,127-42,875 (+)

ERCC4-type nuclease 56 57 58 59 60 61 62 63

IMGVR_UViG_3300029257_000011|3300029257|Ga0168675_100651: 35,877-43,681 (+); 1-6,840 (+)

terminase large subunit (CDS_0001)
2 4 5 657 58 59 60 61 626364 65 66 67

uvig_310056: 45,152-51,740 (+)

67 68 69 70 71 72 73

uvig_241113: 38,034-45,007 (+); 1-6,897 (+)

1 2 4 561 62 63 64 65 66 67

MGV-GENOME-0294322: 37,174-45,234 (+); 1-2,996 (+)

55 56 57 58 59 60 61 62 63
transposase (CDS_0066)

67

MGV-GENOME-0290341: 37,174-44,353 (+); 1-7,276 (+)

3 655 56 57 58 59 60 61 62 63

IMGVR_UViG_3300045988_003454|3300045988|Ga0495776_019431: 36,784-43,031 (+); 1-2,993 (+)

59 60 61 62 63 64

SAMN03418284_a1_ct7922: 35,622-42,736 (+)

58 59 60 61 62 63 64 65 66

IMGVR_UViG_3300045988_011941|3300045988|Ga0495776_020688: 35,721-43,939 (+); 1-2,687 (+)

58 59 60 61 62 63 64 65 66
terminase small subunit (CDS_0069)

70

IMGVR_UViG_3300045988_011544|3300045988|Ga0495776_019689: 35,468-43,385 (+); 1-2,687 (+)

59 60 61
62

63 64 65 66 67

MGV-GENOME-0297235: 37,417-44,815 (+)

59 60 61
MTase_II_00107 Type (CDS_0062)

63 64 65 66

MGV-GENOME-0291061: 36,749-44,523 (+); 1-2,871 (+)

57 58 59 60 61 62 63 64 65

MGV-GENOME-0292940: 36,415-44,550 (+)

58 59 60 61 62 63 64 65 66 67 68

IMGVR_UViG_3300045988_003026|3300045988|Ga0495776_015214: 37,455-45,976 (+); 1-6,759 (+)

tail protein (CDS_0003)58 59 60 61 62 63 64 65 66 67 68

IMGVR_UViG_3300029483_000017|3300029483|Ga0244102_100634: 36,898-44,861 (+)

59 60 61 62 63 64 65 66 67 68 69

MGV-GENOME-0295584: 39,136-45,394 (+)

59 60 61 62
63

64

65 66 67 68

MGV-GENOME-0290375: 36,790-44,360 (+); 1-2,993 (+)

57 58 59
60

61 62
MTase_II_00015 Type (CDS_0067)

68

MGV-GENOME-0290721: 37,607-44,058 (+)

62 63 64
65

66 67 68 69

MGV-GENOME-0292333: 37,750-44,808 (+); 1-3,077 (+)

160 61
62

63 64 66 67 70

uvig_76778: 37,720-44,778 (+); 1-3,077 (+)

60 61
62

63 64

MGV-GENOME-0294328: 36,388-45,235 (+); 1-6,992 (+)

356 57 58 59 60 6162 63
64

65 66 67 68

uvig_9105: 36,406-45,192 (+); 1-6,315 (+)

3 456

phosphoadenosine phosphosulfate reductase (CDS_0057)

58 59
60

61 62
63

64 65 66 67

IMGVR_UViG_3300045988_007528|3300045988|Ga0495776_054505: 36,504-44,864 (+)

56 57 58 59
60

61 62
63

64 65 66 67

uvig_67961: 35,694-44,155 (+)

54 55 56 57 58 5960 61
62

63 64 65 66

uvig_95583: 36,011-44,389 (+)

59

phosphoadenosine phosphosulfate reductase (CDS_0060)

61 62 63 64
65

66 67 68 69

IMGVR_UViG_3300045988_006476|3300045988|Ga0495776_139839: 35,043-43,248 (+)

55

Lar anti-RM (APIS033) (CDS_0056)

57
58

59
60

61 62 63 64 65 66 67

IMGVR_UViG_3300045988_009669|3300045988|Ga0495776_015590: 37,517-45,463 (+); 1-3,036 (+)

59 60 61 62 63 64 65 66 71

SAMEA3951732_b1_ct5: 37,517-44,632 (+)

59 60 61 62 63 64 65 66

MGV-GENOME-0298335: 36,505-46,182 (+); 1-2,993 (+)

59

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0060)

61
62

63

Lar-like restriction alleviation protein (CDS_0064)

65 66 67 68 69 71 72 73

IMGVR_UViG_3300045988_011732|3300045988|Ga0495776_015331: 36,505-46,182 (+); 1-2,993 (+)

59

RM_Type_II__Type_II_MTases_FAM_0 (CDS_0060)

61
62

63

Lar-like restriction alleviation protein (CDS_0064)

65 66 67 68 69

uvig_148812: 38,403-45,374 (+)

59 62 63 64 65 66 67

Han_2018_ERR1398253_NODE_451_length_44539_cov_92.418263: 36,275-44,539 (+); 1-3,185 (+)

258
RM_Type_II__Type_II_MTases_FAM_0 (CDS_0059)

Lar-like restriction alleviation protein (CDS_0060)

61 62 63

uvig_254731: 35,371-44,288 (+); 1-7,117 (+)

3 454

radical SAM domain protein (CDS_0055)
56

5758 59 60 61 62 63 64 65 66 67 68

uvig_243527: 35,892-44,765 (+); 1-7,585 (+)

56

RM_Type_II__Type_II_MTases_FAM_2 (CDS_0057)

58 59 60 61 62
MTase_II_00107 Type (CDS_0063)

64 65

IMGVR_UViG_3300045988_011201|3300045988|Ga0495776_015575: 35,829-45,421 (+); 1-3,159 (+)

257 58
59

60 61 62 63 64
65

66

67 68 69 70 71
HNH endonuclease (CDS_0073)

74

MGV-GENOME-0295154: 35,829-45,421 (+); 1-3,159 (+)

57 58
59

60 61 62 63 64
65

66

67 68 69 70 71

SAMEA2737705_a1_ct149: 35,829-45,197 (+)

57 58
59

60 61 62 63 64
65

66

67 68 69 70 71

IMGVR_UViG_3300045988_012735|3300045988|Ga0495776_135635: 34,760-42,013 (+)

54

Lar anti-RM (APIS033) (CDS_0055)
56

57 58 59 62 63

MGV-GENOME-0282780: 34,760-42,013 (+)

54

Lar anti-RM (APIS033) (CDS_0055)
56

57 58 59 64

IMGVR_UViG_3300045988_011602|3300045988|Ga0495776_010087: 34,266-41,903 (+)

53

Lar anti-RM (APIS033) (CDS_0054)
55

56 57 58

uvig_444404_: 35,179-43,314 (+)

phosphoadenosine phosphosulfate reductase (CDS_0058)
59 60 61 62 63 66

6000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail unknown function

defence (DefenseFinder) defence (PADLOC) anti-defence (dbAPIS)


