DNA binding protein membrane protein (CDS_0037) anti-termination protein Q-like (CDS_0046)
BstA (CDS_0029) anti-TA (APIS117) (CDS_0035) exonuclease (CDS_0039) capH (CDS_0044)
28 30 31 323334 \ lipoprotein (CDS_0036) 38 40 41 42 43 T DNA primase (CDS_0045)

N
| S s I, O G O € O S— K K 0 —0

I I
IMGVR _UVIG_ 2917413769 000003|2917413769|2917413774]1-40870:21,113-36,035 (+)
Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0038)
DNA methyltransferase (CDS_0029) membrane protein (cbs_0037)
31 34 lipoprotein (CDS_OO36)T ‘ DNA primase (CDS_0044) 45
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uvig 576931:20,942-35,648 (+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0041)
membrane protein (Cbs_0040) Cl-like repressor (CDS_0046)
MTase_|I_00074 Type (CDS_0034) lipoprotein (CDS_0039) T \ transcriptional regulator (CDS_0047)

45
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TemPhD_cluster_41562:23,147-37,741 (+)

Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0039)
membrane protein (Cbs_0038) retron_type_VI_hth_cluster2_1 (CDS_0044)
lipoprotein (CDS_0037) T \ transcriptional repressorTgDS_0043)
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TemPhD_cluster_29480: 24,060-37,885 (+)

PDC-535_WP_044054203.1 (CDS_0036)
membrane protein (CDS_0039)
34 lipoprotein (CDS_0038) T 40
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IMGVR_UViG_2811995060_000002|2811995060(2812067493|32939-76668: 24,107-34,358 (+)
3132 33 _DNA binding protein (CDS_0034) 38
|
IMGVR _UVIG_2811995025 _000002|2811995025|2812064065[1205415-1247542:21,778-33,447 (+)
5
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TemPhD_cluster_49394:21,780-33,436 (+)

T

TemPhD_cluster_49015_:23,917-34,360 (+)
36 37
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IMGVR_UViG_2811995134 000002|2811995134|2812074903|1203778-1246874:23,044-34,126 (+)
38 39

K K KK K |

e
IMGVR _UViG_2663763285_000006|2663763285|2663841289(417271-460549:23,915-34,224 (+)

31 33 35
a— ( o K K K K
TemPhD_cluster_60947:21,571-32,386 (+)

;

;i

3

30 35 37 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0040)
—
TemPhD_cluster_35890_:22,692-34,005 (+)
35

a— XK K ] e K K K K

N
TemPhD_cluster_49065_:23,043-34,356 (+)
UmuD-like protein (CDS_0029) 30 31 32 34 36 40
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IMGVR_UViG_2654587597_000004|2654587597|2654595039|39104-82704: 20,669-33,675 (+)
30 35
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IMGVR_UViG_2630968816_000004|2630968816|2631025466|1-43271:20,669-33,345 (+)
37 39 41 42 44

|

K K K

IMGVR_UVIG_2843132434_000001|2843132434]2843132438(43273-87010: 25,440-34,529 (+)
5000 nt {
DNA, RNA and nucleotide metabolism moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function defence (PADLOC) anti-defence (dbAPIS)
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