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IMGVR_UViG_2571042761_000001|2571042761]2571145467|165817-222927: 15,504-36,196 (+)
gcuWGS21_ gcuWGS21 (CDS_0028)
virion structural protein 23 24 25 29
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DNA invertase (CDS_0023) integrase (CDS_0030)
tail fiber protein (CDS_0021) 22 T 27 28 29 \ 34 RecT-like ssDNA annealing protein (CDS_0035)
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TemPhD_cluster_57545:1-13,038 (-); 47,285-55,570 (-)

RecT-like ssDNA annealing protein (CDS_0033)
gcuWGS21__gcuWGS21 (CDS_0030)
23 24 25 tail fiber protein (CDS_0026) 31 32 37 39  transposase (CDS_0040)
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TemPhD_cluster_57730:16,373-39,373 (+)
transposase (CDS_0022) DS-13__DS-13B (CDS_0027) RecT-like ssDNA annealing protein (CDS_0030)
23 24 28 29 transposase (CDS_0037)
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Norman_141_NODE _2_length_52817_cov_2466.372655:15,080-36,291 (+)

Retron__RT_Tot_10 (CDS_0030)

24 26 32 excisionase (CDS_0033) transposase (CDS_0040)
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IMGVR_UViG_2851459628_000002(2851459628|2851459628|8687-63577:15,693-39,652 (+)

Retron_RT Tot_10 (CDS_0031)
Reverse transcriptase (CDS_0028) 32 excisionase (CDS_0033)
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IMGVR_UViG_2687453327_000003|2687453327|2687453860|3050939-3106870: 16,070-40,693 (+)

Retron__RT _Tot_10 (CDS_0030)
32 excisionase (CDS_0033) 40
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IMGVR _UViG_2718218431_000003|2718218431|2718229221|3224456-3279067:15,693-39,117 (+)
Retron__RT _Tot_10 (CDS_0030)
31 excisionase (CDS_0032)

D . SO G D S S S0 0 S0 ~0G——

IMGVR_UVIG_2718218496_000005|2718218496|2718229361|3106066-3160731:15,693-39,427 (+)
Retron__RT_Tot_10 (CDS_0028)
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TemPhD_cluster_15610: 15,693-40,384 (+)
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HitABC (VF0268) (CDS_0031)
ABC transporter (CDS_0032)
24 25 tail fiber protein (CDS_0026) 30 33 34
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[ 4 Lo i O— XA O KKC K <K

TemPhD_cluster_57568: 16,800-37,385 (+)
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IMGVR_UViG_2713897157_000003|2713897157|2713947226|6333-61070: 15,996-36,720 (+)
HEC-08_WP_093018341.1 (CDS_0031)
excisionase (CDS_0034)
32 33 | 363738 39
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I
TemPhD_cluster 57653:26,413-38,684 (+)
33 34 35 RecT-like ssDNA annealing protein (CDS_0036)
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IMGVR _UViG_2571042801_000001|2571042801|2571149897|162416-214009:26,413-35,252 (+)
DS-13__DS-13B (CDS_0034)
35 36 excisionase (CDS_0037)
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I
TemPhD_cluster_57834:25,769-37,325 (+)
gcuWGS21__gcuWGS21 (CDS_0030)
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uvig 298831:16,375-39,589 (+)

35 36 37 RecT-like ssDNA annealing protein (CDS_0038) 43 44 45
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TemPhD_cluster_57466:26,280-41,381 (+)
PDC-M38B_WP_144863733.1 (CDS_0032)
AbiLi-2 AbiLi (CDS_0031) 33 34  excisionase (CDS_0035)
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TemPhD_cluster_25294:25,870-37,777 (+)
RecT-like ssDNA annealing protein (CDS_0035) DS-6__DS-6B (CDS_0041)
30 3334 40 DS-6__DS-6A (CDS_0042)
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IMGVR_UVIG_2576861316_000003|2576861316|2576882668|204581-257592:27,507-39,217 (+)

RecX-like filament modulator (CDS_0025)
DNA binding protein (CDS_0028)
|26 27 T 30 31 32 excisionase (CDS_0033)
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SAMNO0792015 a1 ct6670_vs1:17,075-34,834 (+)

t 9000 nt i

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover tail unknown function defence (DefenseFinder)
N N

defence (PADLOC) virulence (VFDB)




