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IMGVR_UViG_2534681879_000002|2534681879|2534758206|51766-92334: 28,409-40,568 (+)
49 terminase large subunit (CDS_0001)  minor head protein
44 45 46 47 48750 portal protein (CDS_0002]
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TemPhD_cluster_23649_:27,699-39,859 (+); 1-2,802 (+)
HNH endonuclease (CDS_0044)
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IMGVR_UViG_3300008274_000004/3300008274|Ga0114252_100111:28,194-38,192 (+); 1-2,783 (+)
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SRS075347_al ct132700_vs1:26,410-40,226 (+)
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IMGVR_UViG_3300045988_094566|3300045988|Ga0495776_173452:32,283-42,068 (+)

host nuclease inhibitor (CDS_0050)
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SRS148724_a1_ct18387_vs1:36,428-46,349 (+)
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MGV-GENOME-0273271: 31,416-40,909 (+)
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MGV-GENOME-0268764: 30,202-40,042 (+); 1-1,236 (+
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IMGVR_UViG_3300008715_000007|3300008715/Ga0115609_1000299: 31,054-40,783 (+); 1-2,784 (+)
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uvig 315923:31,666-39,992 (+); 1-2,784 (+)
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IMGVR_UViG_3300045988_053583|3300045988|Ga0495776_042675: 27,357-36,429 (+)
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IMGVR_UViG_3300045988_090733|3300045988|Ga0495776_109764:28,767-41,342 (+)
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IMGVR_UViG_3300006321_000004|3300006321|Ga0099624_100395: 28,625-40,352 (+); 1-2,801 (+)
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IMGVR_UViG_3300045988_096174|3300045988|Ga0495776_085762:28,103-38,521 (+)
45 47 MTase_l_00072 Type (CDS_0048)
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IMGVR_UViG_3300011982_000048|3300011982|Ga0119773_1000030: 28,525-40,706 (+)
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IMGVR_UViG_3300006260_000022|3300006260|Ga0099518_100374: 32,465-40,332 (+)
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IMGVR_UViG_3300008128_000005|3300008128|Ga0114847_100100: 3,448-14,986 (+)

4 51
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SRS142680_al_ct47266_vs1:28,806-40,352 (+)
MTase_lI_00058 Type (CDS_0039) 45 46 47 48 49 505152

IMGVR_UViG_3300008278_000020|3300008278|Ga0114262_100212:30,797-41,551 (+)
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SRSO74676_al_ct41390_vs1:31,312-41,336 (+)
5000 nt {
DNA, RNA and nucleotide metabolism head and packaging moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (PADLOC)
I

anti-defence (dbAPIS)
N




