
IMGVR_UViG_2834054130_000005|2834054130|2834054144|79240-116866: 1-10,447 (+)

1 2 DNA helicase (CDS_0003) 4 5 6 7 8 9

IMGVR_UViG_2854351940_000003|2854351940|2854351961|153860-187472: 1-10,252 (+)

3

IMGVR_UViG_2916627578_000003|2916627578|2916627585|165933-202962: 1-12,408 (+)

Reverse transcriptase (CDS_0002) SEFIR__bSEFIR (CDS_0004)

IMGVR_UViG_2519899599_000001|2519899599|2519932147|14145-47380: 1-10,068 (+)

3 6

IMGVR_UViG_2588253798_000002|2588253798|2588274416|229560-264538: 1-11,921 (+)

3
PDC-M51B_WP_221796221.1 (CDS_0004)

5 6

TemPhD_cluster_51103: 35,532-36,423 (+); 1-11,920 (+)

3
PDC-M51B_WP_221796221.1 (CDS_0004)

5 6 baseplate hub41 42 43

TemPhD_cluster_26332: 32,692-33,582 (+); 1-9,523 (+)

3 4

TemPhD_cluster_51683: 33,078-33,967 (+); 1-10,158 (+)

gcu24__gcu24 (CDS_0003)

IMGVR_UViG_2922844242_000003|2922844242|2922844242|4208733-4246687: 1-12,087 (+)

2 Reverse transcriptase (CDS_0003) 5

IMGVR_UViG_3300013921_000018|3300013921|Ga0121431_100065|203-32950: 1-11,925 (+)

2 3
Rst_HelicaseDUF2290__Helicase___Helicase (CDS_0004)

Rst_HelicaseDUF2290__DUF2290_Pers___DUF2290_Pers (CDS_0005)

IMGVR_UViG_2927986592_000004|2927986592|2927986593|2447422-2483612: 1-10,798 (+)

4

IMGVR_UViG_2645727744_000001|2645727744|2645750559|84619-118584: 1-10,273 (+)

4 5

IMGVR_UViG_3300048927_000158|3300048927|Ga0496124_0001731: 1-11,962 (+)

RosmerTA__RmrT_2585209417 (CDS_0004)
RosmerTA__RmrA_2585209417 (CDS_0005)

gcu24__gcu24 (CDS_0006)

IMGVR_UViG_3300027312_000180|3300027312|Ga0209371_1000462|5291-39941: 1-11,411 (+)

retron_type_IX_hepn_1740_cluster1740_1 (CDS_0004)
retron_type_IX_hth_cluster1093_1 (CDS_0005)

Retron__RT_Tot_13 (CDS_0006)

IMGVR_UViG_2576861786_000002|2576861786|2576923841|10237-44890: 1-11,947 (+)

Rst_3HP__Hp1 (CDS_0004)
Rst_3HP__Hp2 (CDS_0005)

6

IMGVR_UViG_2871755987_000003|2871755987|2871755993|163659-197387: 1-10,357 (+)

PD-T4-9_A_WP_226413324.1 (CDS_0004)
PD-T4-9__PD-T4-9_B (CDS_0005)

PD-T4-9_C_WP_158104916.1 (CDS_0006)

IMGVR_UViG_2690315639_000001|2690315639|2690316474|10155-43566: 1-10,711 (+)

3 4 5

IMGVR_UViG_3300013932_000005|3300013932|Ga0122026_100040|10669-42357: 1-11,373 (+)

3 4 5

TemPhD_cluster_62190: 33,553-35,873 (+); 1-11,234 (+)

3 retron_type_I_B1_atpase_toprim_cluster22_2 (CDS_0005)43
oMTase_00018 orphan (CDS_0045)

SspBCDE__SspD (CDS_0046)

TemPhD_cluster_62908_: 30,888-32,947 (+); 1-11,275 (+)

RecA filament binding protein DinI (CDS_0003)

4 5 terminase large subunit (CDS_0007)oMTase_00018 orphan (CDS_0042)
queuine tRNA-ribosyltransferase (CDS_0043)

IMGVR_UViG_3300031415_000137|3300031415|Ga0308172_1000079|111814-145612: 1-11,076 (+)

PD-T7-1_WP_205975857.1 (CDS_0004)

IMGVR_UViG_2690315892_000002|2690315892|2690321746|2-34469: 1-10,719 (+)

3 5
DrmC_00006 DrmC (CDS_0006)

transposase (CDS_0007) 8

5000 nt

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

defence (DefenseFinder) defence (PADLOC)


