cell division inhibitor (CDS_0036)

T oMTase_00018 orphan (CDS_0039) head scaffolding protein (CDS_0007)
exonuclease (CDS_0038) DNA methyltransferase (CDS_0041) terminase small subunit (CDS_0009)
35 | 37 | 40 1 2 3 4 portal protein (CDS_0005) 6 8
(B /B s/ ) Y S gy W gy /S gy SN SO  W— — w—;
TemPhD_cluster_43947:28,615-32,313 (+); 1-10,704 (+)
2
510 /R S/ I D S g Uy U SO W S— —

TemPhD_cluster 44129:27,572-31,268 (+); 1-9,490 (+)
phosphoadenosine phosphosulfate reductase (CDS_0041) 2

TemPhD_cluster_62834_:28,970-33,268 (+); 1-9,245 (+)
42 2

TemPhD_cluster_43980:29,368-32,169 (+); 1-9,242 (+)

TemPhD_cluster_30704: 28,600-30,823 (+); 1-9,242 (+)
39 2

TemPhD _cluster_52067:29,548-32,039 (+); 1-9,242 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0002)

TemPhD _cluster_38074:29,117-31,340 (+); 1-9,759 (+)

| ‘ w
oo

TemPhD _cluster_52650:27,168-29,041 (+); 1-8,762 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0002)

TemPhD_cluster_52461:28,488-30,360 (+); 1-9,756 (+)
PDC-M59B_WP_004346377.1 (CDS_0029) PDC-M59A WP_007563582.1 (CDS_0028)

TemPhD_cluster_63520: 16,086-28,152 (-)
letA_00002 (CDS_0002) letS_00001 (CDS_0003)

TemPhD_cluster_51876:31,122-32,994 (+); 1-12,040 (+)

| . S E—
2

TemPhD _cluster_52297:28,880-31,022 (+); 1-9,245 (+)

N

3

N

TemPhD_cluster_24996:29,234-31,104 (+); 1-9,742 (+)
DNA methyltransferase (CDS_0011) 12

O S . D S
TemPhD_cluster_63614:2,130-13,393 (+)

DNA methyltransferase (CDS_0002)

TemPhD_cluster_30659:29,722-31,640 (+); 1-9,394 (+)
TciB-like inhibﬁon of cell division or resistance to colicin (CDS_0039)
tellurite resistance (CDS_0038) 2

TemPhD_cluster_63244 :28,934-31,474 (+); 1-9,245 (+)
DNA methyltransferase (CDS_0040)

— I ———  E— E— E—
TemPhD_cluster_52292:27,632-31,020 (+); 1-9,245 (+)

Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0002)
3

I
TemPhD _cluster_63101 :29,579-32,118 (+); 1-9,761 (+)
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0002)

I
TemPhD _cluster_63100_:29,580-32,119 (+); 1-9,756 (+)
PDC-M59A_ WP_007563582.1 (CDS_0003)
DNA methyltransferase (CDS_0043) PDC-M59B_WP_004346377.1 (EDS_0002) 4

I
TemPhD _cluster_43955: 28,865-32,260 (+); 1-10,160 (+)
PDC-M59A_WP_007563582.1 (CDS_0003)
PDC-M59B_WP_004346377.1 (CDS_0002) 4

TemPhD_cluster_63387_:28,322-30,861 (+); 1-10,162 (+)
DNA methyltransferase (CDS_0002)
DNA methyltransferase (CDS_0042) 3

i
|

TemPhD_cluster_63166_:28,544-31,814 (+); 1-10,130 (+)

N

— — — . E— E— E—
TemPhD _cluster_38024:28,283-31,678 (+); 1-9,346 (+)

DNA methyltransferase (CDS_0002)

41 3

s N E— I N S

TemPhD _cluster_26367:29,239-32,546 (+); 1-10,174 (+)
RNA-binding protein (CDS_0042) DNA methyltransferase (CDS_0002)

I ) I I I S

TemPhD _cluster_30498:30,804-34,377 (+); 1-9,393 (+)
DNA methyltransferase (CDS_0039) 2
I I N S S

S ——
TemPhD _cluster_30711:27,336-30,768 (+); 1-9,392 (+)
DNA methyltransferase (CDS_0003)

uvig 577961:28,932-31,600 (+); 1-9,742 (+)

TemPhD_cluster_63294 _:28,757-31,296 (+); 1-10,180 (+)
RosmerTA__RmrT_2585209417 (CDS_0002) RosmerTA_RmrA 2585209417 (CDS_0003)

TemPhD_cluster_51807:30,165-33,543 (+); 1-10,300 (+)
RosmerTA__RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_2585209417 (CDS_0003)

. 1 R R—
TemPhD_cluster_38002:29,163-31,832 (+); 1-10,300 (+)

RosmerTA_RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_2585209417 (CDS_0003)

TemPhD _cluster_30615:29,372-32,679 (+); 1-10,299 (+)
RosmerTA__RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_2585209417 (CDS_0003)

TemPhD_cluster_37973:28,649-32,026 (+); 1-10,298 (+)

RosmerTA_RmrA_2585209417 (CDS 0003)
RosmerTA_RmrT_2585209417 (CDS_0002)

N 0 . —
TemPhD_cluster_62909_:30,423-32,962 (+); 1-10,605 (+)

RosmerTA_RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_ 2585209417 (CDS_0003)

I E—— e ———— S E—
TemPhD_cluster_63332_:29,241-31,119 (+); 1-10,299 (+)

RosmerTA_RmrA_2585209417 (CDS_0003)
RosmerTA_RmrT_2585209417 (CDS_0002) 4

| |
+

TemPhD_cluster_23880_:28,685-31,446 (+); 1-10,300 (+)

2 3 4
L T e N s S .
TemPhD _cluster_62735_:30,170-33,673 (+); 1-10,289 (+)
2 3 4
O N —— T . N W ——
TemPhD _cluster_24983:28,737-31,661 (+); 1-10,289 (+)
2 8 4

I S . I N S
TemPhD_cluster_38087:28,506-31,175 (+); 1-10,289 (+)
2 3 4

50 /D S o N B o T S, sy S SO g Sy
TemPhD_cluster_26261:31,125-34,352 (+); 1-11,255 (+)
34 41 42 2 3
B0 RN ) R, e — O Ry S S—— — i—
TemPhD_cluster_52090: 28,160-31,967 (+); 1-9,443 (+)

40 queuine tRNA-ribosyltransferase (CDS_0041)
5,0/ g D I, S, P — W— W gy ST S— W— —
TemPhD_cluster 63287 _:27,676-31,316 (+); 1-9,395 (+)

42 DNA methyltransferase (CDS_0043)
50 g T, S, b e — N N gy S S—— — —,
TemPhD_cluster_62832_:29,633-33,285 (+); 1-9,397 (+)

41 DNA methyltransferase (CDS_0042)
B0 Wy N S R — W W qy ST S — —

TemPhD_cluster_63156_:28,314-31,839 (+); 1-9,398 (+)

N
o
N
ey

portal protein (CDS_0004)

g

TemPhD cluster_38035:27,907-31,559 (+); 1-10,289 (+)

i
' %

TemPhD_cluster_63338_:28,658-31,096 (+); 1-9.395 (+)

IN
o

TemPhD _cluster_38022:28,943-31,677 (+); 1-9,398 (+)

%
.‘3

TemPhD Cluster 52228:28,294-31,309 (+); 1-9,428 (+)
39 2 3
. - ____ - -"-—"."- ] I B T S S
TemPhD_cluster_15728:28,813-32,219 (+); 1-10,180 (+)
RosmerTA__RmrT_2585209417 (CDS_0002) RosmerTA__RmrA 2585209417 (CDS_0003)

N — I I I S
TemPhD_cluster_63010_:29,052-32,458 (+); 1-10,299 (+)
40 DNA methyltransferase (CDS_0041) 2 3 7

TemPhD cluster 33772:27,954-31,517 (+); 1-9,379 (+)

TemPhD _cluster_44134:27,883-31,272 (+); 1-9,754 (+)

39 40 2
r—— . - ————————————— ] I E— E—
TemPhD_cluster_52302:27,308-31,025 (+); 1-8,939 (+)
33 40 41 1 2
DI W4T I S, I, | VO S W F— —

TemPhD_cluster_62986 _:29,270-32,565 (+); 1-9,229 (+)
Cox-like excisionase and repressor (CDS_0033)

38 41 1 2 3
. EE—— E— e — EEEESSS——— N S E—
TemPhD_cluster_63171_:27,866-31,801 (+); 1-9,747 (+)
2 3 4 9
[0/, S Sy Ty S S y S S i g
TemPhD_cluster_43949: 30,147-32,287 (+); 1-10,320 (+)
2
— e N S E—

MGV-GENOME-0159723: 1-9,242 (+)

2

MGV-GENOME-0145402: 1-8 762( )
Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0002)

uvig 317201:1-9,759 (+)

IMGVR_UViG_2847562356_000006|2847562356|2847562356|2950126-2983270: 1-9,437 (+)
2 3 4

IMGVR_UViG_3300011959 000056|3300011959\630120831 100008[1621-34481:1-9,732 (+)
DNA methyltransferase (CDS_0002)

uvig 230874:1-9,391 (+)
PDC-M59B_WP_004346377.1 (CDS_0002) PDC-M59A_ WP_007563582.1 (CDS_0003)

IMGVR_UViG_2871670010_000006|2871670010]2871670016|61780-91117: 1-10,195 (+)
RosmerTA_RmrA_2585209417 (CDS_0003)
RosmerTA_RmrT_2585209417 (CDS_0002) 4

!+

uvig_299191:1-10,691 (+)
RosmerTA_RmrT_2585209417 (CDS_0002) RosmerTA_RmrA_2585209417 (CDS_0003)

— I ——— I R E—
IMGVR_UViG_2835092027_000004(2835092027|2835092033|48432-79486: 1-10,300 (+)

2

w
IS

uvig 265856:1-10,285 (+)
DNA methyltransferase (CDS_0003)
2 4 5

NC_028701.2:1-10,932 (+)

N
w
N
w

uvig_394959:1-10,180 (+)

uvig 394274:1-10,176 (+)
1 2 3 4
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| |

TemPhD_cluster_37984:28,526-31,951 (+); 1-9,951 (+)
tellurite resistance 23 4 5

I
TemPhD _cluster_44004:29,461-31,993 (+); 1-10,313 (+)
5000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail unknown function
I L] N

defence (DefenseFinder) defence (PADLOC)




