baseplate hub subunit and tail lysozyme (CDS_0023)
Rz-like spanin (CDS_0025) replication initiation protein (CDS_0029) transposase (CDS_0039)
tail length tape measure protein (CDS_0026) 31 33 Zot-like toxin (CDS_0037) tRNA-Leu(TAG) 48
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IMGVR _UViG_2877230286 000003|2877230286\2877230286|1169903 1219596: 18,632- 38 374 (+)
Zot-like toxin (CDS_0036)

30 32 transposase (CDS_0038)
replication initiation protein (CDS_0028) 279T371T:§ 34 35 37 3940 41 4243 44

IMGVR_UViG_2852420311_000003|2852420311|2852420311[1119346-1167820: 18,633-38,272 (+)
Zot-like toxin (CDS_0035)

30 transposase (CDS_0037) 42
replication initiation protein (CDS_0028) 29[3132 33 34 36 3839 40 41 [43 44
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IMGVR UViIG_2869922232 OOOOOS|2869922232\2869922232|1171895 1224631: 18,618-38,255 (+)
Zot-like toxin (CDS_0035)

transposase (CDS_0037)
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IMGVR_UVIG_2896576958.000002]2896576958|2896576958| 722046772374 18,631-38.400 (+)
Zot-like toxin (CDS_0036)
30 32 transposase (CDS_0038) 43
29[31]33 34 35 37 3940 41 42 [44 45
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IMGVR_UViG_2879711909_000003|2879711909|2879711909|1239754-1290740: 18,618-37,340 (+)
Zot-like toxin (CDS_0036)
30 32 transposase (CDS_0038) 43
replication initiation protein (CDS_0028) 29[31[ 33 34 35 37 3940 41 42 [44 45
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\MG\/R UViG_2852425318 OOOOOB|2852425318\2852425318|1118399 1166838: 18, 631 38,257 (+)
replication initiation protein (CDS_0029) Zot-like toxin (CDS_0037)

31 33 transposase (CDS_0039) 44
22 28 30[32[34 35 36 38 4041 42 43 [45 46
IMGVR_UViG_2718218451_000005|2718218451|2718229258|1216767-1268784: 18,193-38,407 (+)
replication initiation protein (CDS_0036) Zot-like toxin (CDS_0041)
NEase_lI_00006 Type (CDS_0034) transposase (CDS_0043)
33 [ 3 | 3738 39 40 42 44 45 46 47 48

IMGVR_UViG_2684623048_000004|2684623048|2684693090|1044106-1098656: 19,632-40,864 (+)
replication initiation protein (CDS_0032)

NEase_lI_00006 Type (CDS_0030) Zot-like toxin (CDS_0039)
34 transposase (CDS_0041)
29 | 31 33[35 36 37 38 40 42 43 44 45 46

IMGVR_UViG_2879716842_000003|2879716842|2879716843|1107162-1160675:18,621-39,753 (+)

DNA methyltransferase (CDS_0030)
28 29 31 32

MGVR_UViIG_2872123066_000003|2872123066]2872123066|1175234-1216582:18,188-29,696 (+)
phosphoribosylaminoimidazole synthetase (CDS_0030)

unknown function (CDS_0036)
31 32 33 3435 | DNAmethyltransferase (CDS_0037)

TemPhD_cluster_12777:18,628-34,338 (+)
phosphoribosylaminoimidazole synthetase (CDS_0029)
unknown function (CDS_0033)
30 31 32 | DNAmethyltransferase (CDS_0034)
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TemPhD_cluster_40292: 18,628-34,338 (+)

DnaB-like replicative helicase (CDS_0036)

Type IV pili (VF0075) (CDS_0041)
Type IV pili (VFOO75) (CDS_0038) Michele_1B_hits_grouped (CDS_0046)
| TypelV pili (VFOO75) (CDS 0039)
phosphoribosylaminoimidazole synthetase (CDS_0030) Type IV pili (VFOO75) (CDS_5037) dUTPase (CDS_0045) DNA methyltransferase (CDS_0053)
SodB (VF0169) (CDS_0035) 44 unknown function (CDS_0052)
31 32 33 34 | | 40 | 4243 47 48 49 5051 | |
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TemPhD_cluster_56912: 18,628-46,488 (+)
DnaB-like replicative helicase (CDS_0034)
Type IV pili (VF0075) (CDS_0039)
Type IV pili (VFO075) (CDS_0036) Michele_1B_hits_grouped (CDS_0044)
| TypelV pill (VFOO75) (CDS 0037)
phosphoribosylaminoimidazole synthetase (CDS_0028) Type IV pili (VFO075) (CDS_5035) dUTPase (CDS_0043) DNA methyltransferase (CDS_0051)
SodB (VF0169) (CDS_0033) 42 unknown function (€DS_0050)
29 30 31 32 [ \ 38 | 4041 45 46 47 4849 | |
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TemPhD_cluster_56951: 18,634-46,355 (+)
unknown function (CDS_0031)
26 28 2930 DNA methyltransferase (CDS_0032)

IMGVR_UVIG_2869914709_000001|2869914709|2869914709|455645-499046: 18,187-30,593 (+)
MazEF__MazF (CDS_0020) 26 28 29 30 DNA methyltransferase (CDS_0031)
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IMGVR_UViG_2711768627_000005|2711768627|2711857665[1014366-1055803: 17,843-29,539 (+)
10000 nt {
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder)
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