oMTase_00018 orphan (CDS_0042)

36 37 3839 4041 SspBCDE_SspD (CDS_0043) 1 2 3 4 5 6 7
[ e & R, F, B g W o S G S
TemPhD_cluster_16435:29,539-33,209 (+); 1-7,713 (+)
37 SspBCDE__SspD (CDS_0040)
-

(N I
TemPhD_cluster_30728:26,642-30,315 (+); 1-6,940 (+)
DNA methyltransferase (CDS_0040)

I —— -
TemPhD_cluster_63416_:27,050-30,724 (+); 1-6,851 (+)

Rst_3HP__Hp3 (CDS_0004) Rst_3HP__Hp1 (CDS_0006)
SspBCDE__SspD (CDS_0041) Rst_3HP_Hp2 (CDS_0005)

:
|
|

TemPhD_cluster_62775_:29,820-33,496 (+); 1-9,261 (+)

SspBCDE__SspD (CDS_0046) DS-21_DS-21A(CDS_0004) 5 DS-21_DS-21C (CDS_0006)
. E—— — I e ey
TemPhD_cluster_62516:30,967-34,637 (+); 1-8,489 (+)
SspBCDE__SspD (CDS_0044) 4 5 PDC-559_ WP_173620398.1 (CDS_0006)

T s
TemPhD_cluster_51738:30,070-33,740 (+); 1-8,427 (+)

SspBCDE__SspD (CDS_0042) Retron_|_ C_RT 1 C1(CDS_0006)

g

— E— —————"[— ]
TemPhD_cluster_37854:29,757-33,427 (+); 1-9,052 (+)

RNA-binding protein (CDS_0041)
DS-34__DS-34A (CDS_0034) terminase large subunit

TemPhD_cluster_62956_:28,960-32,686 (+); 1-7,241 (+)
SspBCDE__ SspD (CDS_0043) DrmMII_00005 DrmMII (CDS_0004) RM_Type_ll_Type_||_REase06 (CDS_0005)

[ N S
TemPhD_cluster_22857:31,102-34,772 (+); 1-9,452 (+)
SspBCDE__SspD (CDS_0042)

I — —
TemPhD_cluster_62476:30,350-34,773 (+); 1-9,452 (+)

head scaffolding protein (CDS_0008)
SspBCDE__SspD (CDS_0043) portal protein (CDS_0006)

= - — ¥ " ——— ]
TemPhD_cluster_22856:31,102-34,772 (+); 1-10,428 (+)

RNA-binding protein (CDS_0046)
SspBCDE_ SspD (CDS_0048)

N S N —
TemPhD_« c\uster 43247:32,437-37,155 (+); 1-2,772 (+)
RNA-binding protein (CDS_0041)

I S N E—
TemPhD_cluster_37809_:28,943-33,661 (+); 1-3,018 (+)
RNA-binding protein (CDS_0046)

<
[9)
<
~
C
<
@)
N
o~
[ee]
~
N
[
wW
W
@
O~
o
o
o
o
O
=
N
o~
o]
~
N
o
W
W
@
o
N
o~
&
~
=
o
w
0
@®
W
[=N
[N
o
o
a
o~
N
N
-
~
o
@
5]
G
wW
w
o
(@]
w
w
~
w
=
o~

X 316(+)

SspBCDE__SspD (CDS_0046)

e o e T e ey T e T ——————Ld

TemPhD_cluster_22826:32,781-36,451 (+); 1-3,016 (+)

RNA-binding protein (CDS_0041) AbiU (CDS_0005)
S I N B I I I O, B, B, e N o I o S
TemPhD_cluster_62772_:28,789-33,504 (+); 1-6,909 (+)

RNA-binding protein (CDS_0040)
I S S S E—— | I
TemPhD_cluster_33718:27,295-32,010 (+); 1-4,449 (+)

RNA-binding protein (CDS_0043) AbiLi-1 AbiLi (CDS_0004) pAgo_ GbbAga$S (CDS_0005)
N S S S S— —— |
TemPhD_cluster_62270: 30,838-35,556 (+); 1-6,797 (+)

39 40 RNA-binding protein (CDS_0044) PDC-549_WP_081616400.1 (CDS_0004) 5
I —— I I — I I
TemPhD_cluster_51046: 31 477-36,625 (+); 1-7,241 (+)

RNA-binding protein (CDS_0043)

- N S W

TemPhD_cluster_37477_:31,374-36,092 (+); 1-7,241 (+)

RNA-binding protein (CDS_0043) 4 5 6

I S —— - ——— 1 —— 1 ————
TemPhD_cluster_43654:30,811-34,525 (+); 1-6,800 (+)

DEDDh_I_II_NI_IV_V_VI_1 (CDS_0043)
I E—— — 11 e I EE—
TemPhD_cluster_51287:31,542-35,544 (+); 1-7,229 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0009) 12
1 —— 5 — —— —— — || — ——

TemPhD_cluster_63597:1,194-9,901 (+)
DEDDh_I_II_NI_IV_V_VI_1(CDS_0043)

w
o

4

TemPhD_cluster_28270:29,632-33,637 (+); 1-6,971 (+)
DEDDh_I_II_INI_IV_V_VI_1 (CDS_0042)

@

TemPhD_cluster_4456:29,633-33,638 (+); 1-6,972 (+)

DEDDh_I_II_INI_IV_V_VI_1 (CDS_0043) 5 6
S RS T S, R B o, B B, G
TemPhD_cluster_62746_:29,640-33,645 (+); 1-6,979 (+)

DEDDh_I_II_II_IV_V_VI_1(CDS_0043) 5 6

s

I 9.} ]
TemPhD_cluster_4441:29,633-33,638 (+); 1-6,972 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0040) AbiU (CDS_0005)
S 1 B 1, O O B — v Ty W SU—
TemPhD_cluster_5490:29,412-33,417 (+); 1-6,928 (+)

DEDDh_I_II_NI_IV_V_VI_1 (CDS_0038)
I N I | I I ——
TemPhD_cluster_28340:27,829-31,834 (+); 1-6,928 (+)

DEDDh_I_II_II_IV_V_VI_1 (CDS_0041)

DNA methyltransferase (CDS_0043)

I S N S B S - I —
TemPhD_cluster_62714_:28,751-33,751 (+); 1-6,113 (+)

DEDDh_I_II_II_IV_V_VI_1 (CDS_0040)
N N S S N — I I —
TemPhD_cluster_51712:28,830-33,833 (+); 1-6,870 (+)

DNA methyltransferase (CDS_0040)
_—— O 0

I . B S
TemPhD_cluster_51941:28,956-32,626 (+); 1-7,876 (+)
RM_Type_ll_Type_ll_REase24 (CDS_0005)

DEDDh_I_II_I_IV_V_VI_1 (CDS_0043) DrmMII_00005 DrmMiII (CDS_0004) Menshen__NsnA (CDS_0006)
I E—— —] I E E— ——
TemPhD_cluster_62635_:30,098-34,100 (+); 1-7,393 (+)

DEDDhA_I_II_INI_IV_V_VI_1 (CDS_0045) DNA binding protein (CDS_0004) 5 6

I

TemPhD_cluster_12520: 30,149-34,151 (+); 1-6,659 (+)

DEDDhA_I_II_III_IV_V_VI_1 (CDS_0039)
N S N — | I
TemPhD_cluster_63450_:26,558-30,560 (+); 1-5,752 (+)

RNA-binding protein (CDS_0044)
I S S S S I L | I S
TemPhD_cluster_51631:30,407-34,124 (+); 1-5,722 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0044) 5 [
N U — —— . 8§ ]
TemPhD_cluster_21985:31,201-35,203 (+); 1-7,389 (+)

DEDDh_I_II_IN_IV_V_VI_1 (CDS_0044) letA_00002 (CDS_0004) letS_00001 (CDS_0005)

|
!

TemPhD_cluster_43603:31,940-34,918 (+); 1-7,768 (+)
DEDDh_I_II_I_IV_V_VI_1 (CDS_0040)

E

TemPhD_cluster_62487:29,734-34,737 (+); 1-7,776 (+)
DEDDhA_I_II_III_IV_V_VI_1 (CDS_0042) 43

@

TemPhD_cluster_11098:29,633-33,638 (+); 1-6,972 (+)
queuine tRNA-ribosyltransferase (CDS_0044) AbiU (CDS_0005)

E

N I —
TemPhD_cluster_51352:31,771-35,270 (+); 1-8,718 (+)
queuine tRNA-ribosyltransferase (CDS_0044)
DEDDh_I_II_II_IV_V_VI_1 (CDS_0042)

- __ -
TemPhD_cluster_51607:30,342-34,147 (+); 1-6,099 (+)

Rst_3HP__Hp2 (CDS_0005)

DEDDh_I_II_IN_IV_V_VI_1 (CDS_0044) Rst_3HP_Hp1 (CDS_0004) 6
| I e e e ———— N | —
TemPhD_ duster 33622:29,550-33,552 (+); 1-7,269 (+)

DEDDh_I_II_INI_IV_V_VI_1 (CDS_0043)

il = I —
TemPhD_cluster_51573:30,347-34,352 (+); 1-7,483 (+)
DEDDh_I_II_III_IV_V_VI_1 (CDS_0042)
S o SO/ 0 g O o S E o ¥ gy W
TemPhD_cluster_62797_:28,368-33,371 (+); 1-4,429 (+)
DEDDh_I_II_III_IV_V_VI_1 (CDS_0039)
NN N . . I
TemPhD_ duster 33874:26,331-30,336 (+); 1-4,440 (+)

DEDDh_I_II_NI_IV_V_VI_1 (CDS_0043) Abi alpha-like abortive infection mechanism (CDS_0005)
I N N — | I Iy,
TemPhD_cluster_30506: 30,294-34,299 (+); 1-6,912 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0044) 2
L I L e el T T _— I
TemPhD_cluster_21282:29,020-33,025 (+); 1-5,638 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0043)

(N 00— . _— I
TemPhD_ duster 19034:29,021-33,026 (+); 1-5,639 (+)

DEDDh_I_II_INI_IV_V_VI_1 (CDS_0043)

(N | O | —_— I
TemPhD_cluster_17041:29,024-33,029 (+); 1-5,642 (+)

RNA-binding protein (CDS_0040) 4
N S S S — I — _— I I
TemPhD_cluster_52004:27,612-32,323 (+); 1-5,475 (+)

RNA-binding protein (CDS_0040)

S O B g 0, B T, —— vy W gy S
TemPhD_cluster_51902: 29,116-32,830 (+); 1-6,732 (+)

RNA-binding protein (CDS_0044)

I S I S S— I . I
TemPhD_cluster_37766_:30,263-33,974 (+); 1-5,877 (+)

DEDDh_I_II_IN_IV_V_VI_1 (CDS_0045)

AN N e e
TemPhD_cluster_51450: 30,897-34,899 (+); 1-3,015 (+)

DEDDh_I_II_IN_IV_V_VI_1 (CDS_0044)

S S 1 g 1, D D o W i —— v
TemPhD_cluster 23774 _:32,012-37,012 (+); 1-2,992 (+)

DEDDh_I_II_II_IV_V_VI_1 (CDS_0041)

S o SO 9 T, ) D o B e
TemPhD_cluster_13015:28,695-33,695 (+); 1-2,747 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0046) 2
I | s s —

TemPhD_cluster_43404:31,293-36,296 (+); 1-2,992 (+)

39 DEDDh_I_I_II_IV_V_VI_1 (CDS_0043)

TemPhD_cluster_43599:30,279-34,973 (+); 1-2,756 (+)

DEDDh_I_II_INI_IV_V_VI_1 (CDS_0041) 2
1 ¥ —__— —— ——— —— ———} };;§4 1| —— — @ § ————'\W —————————————
TemPhD_cluster_62391:30,085-35,088 (+); 1-7,916 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0031)
&1 ¥ " | ;| . I —
TemPhD_cluster_64259:21,457-25,459 (+); 1-7,856 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0041)
K S, 1 v S, S D S G vy W S S—

TemPhD_cluster_37604_:30,064-35,067 (+); 1-7,847 (+)
DEDDh_I_II_INI_IV_V_VI_1 (CDS_0041) 43

TemPthdusterﬁSléBé‘ 28,738-33,924 (+); 1-7,799 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0043) 4
LI L e o 0 T e ——————— .
TemPhD_cluster_43801:29,538-33,540 (+); 1-7,814 (+)

DEDDh_I_II_III_IV_V_VI_1 (CDS_0042) ShosTA__ShosT (CDS_0004) ShosTA__ShosA (CDS_0005)
S g T 1, D S o D s G/ WD N S
TemPhD_cluster_28228:29,140-34,143 (+); 1-5,939 (+)

DEDDh_I_I_II_IV_V_VI_1 (CDS_0044) 4

I —
TemPhD_cluster_62471:29,792-34,792 (+); 1-6,120 (+)
RNA-binding protein (CDS_0042)

TemPhD_cluster_51684:30,221-33,938 (+); 1-7,901 (+)
RNA-binding protein (CDS_0040)

- - W
TemPhD_cluster_28316:29,083-32,800 (+); 1-7,856 (+)

phosphoadenosine phosphosulfate reductase (CDS_0042)
RNA-binding protein (CDS_0040)

e

TemPhD_cluster_43732:29,328-34,046 (+); 1-8,015 (+)
RNA-binding protein (CDS_0045) 5 PDC-559_WP_173620398.1 (CDS_0006)

TemPhD duster 37736 30,411-34, 122( ); 1-5,680 (+)
oMTase_00018 orphan (CDS_0045)

TemPhD_cluster_51677:30,545-33,973 (+); 1-7,382 (+)
SspBCDE__SspD (CDS_0042)

I I S - - 1 — I
TemPhD _cluster_43659:30,837-34,507 (+); 1-8,892 (+)
SspBCDE__SspD (CDS_0040)
(N I | BN | . —
TemPhD_cluster_51983:28,742-32,412 (+); 1-8,990 (+)
SspBCDE__SspD (CDS_0043) DruM2_00008 DNA (CDS_0004)REase_II_00067 Type (CDS_0005)

TemPhD_cluster_51381:31,462-35,132 (+); 1-9,212 (+)
SspBCDE__SspD (CDS_0044)

I — — -— - e I e | E—
TemPhD_cluster_51365:31,519-35,189 (+); 1-9,192 (+)

SspBCDE__SspD (CDS_0045) PDC-M03A_WP_148311240.1 (CDS_0004) PDC-M03B_WP_156391106.1 (CDS_0005)

TemPhD_cluster_37756_:30,349-34,019 (+); 1-8,850 (+)
RecA filament binding protein Dinl (CDS_0003)
PD-T4-10_B_WP_124329019.1 (CDS_0005)
SspBCDE__SspD (CDS_0047) PD-T4-10_A_ WP_169837300.1 (CDS_0004) 6

TemPhD_cluster_24893:32,446-36,116 (+); 1-8,249 (+)
8 7

@

IMGVR_UViG_2541047660_000001|2541047660]2541162160|56490-92012: 1-11,357 (-)
SspBCDE__SspD (CDS_0047)

EN
w

E

TemPhD_cluster 37631 _:31,461-34,856 (+); 1-7,227 (+)
DNA methyltransferase (CDS_0046)

TemPhD_cluster_43460:32,274-35,944 (+); 1-7,206 (+)

retron_type_ll_A3_ndt_cluster42_1 (CDS_0006)

SspBCDE__SspD (CDS_0045) Retron_RT_Tot_6 (CDS_0007)

[ D B S R — v B W o S o W, Sh—
TemPhD_cluster_33511:31,252-34,922 (+); 1-7,657 (+)

DEDDh_L_II_II_IV_V_VI_1 (CDS_0046)
I S — _——
TemPhD_cluster_51181: 32,084-36,089 (+); 1-3,016 (+)

DEDDh_I_II_IN_IV_V_VI_1 (CDS_0039)

L I

I N —
TemPhD_cluster_28448:26,332-30,331 (+); 1-4,440 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0038)
DEDDh_III_II_IV_V_VI_1 (CDS_0041)

31 tellurite resistance (CDS_0037) | 39 42

e I I e e =
TemPhD_cluster_52138:25,309-31,716 (+); 1-3,004 (+)

DEDDh_I_I_HI_IV_V_VI_1(CDS_0042)

TemPhD_cluster_19985:28,892-32,894 (+); 1-7,160 (+)
DEDDh_I_II_II_IV_V_VI_1 (CDS_0043)

RNA-binding protein (CDS_0044)

|
|
i*

TemPhD_cluster_62683_:29,605-33,874 (+); 1-4,450 (+)

i
N

TemPhD_cluster_13900: 29,539-32,229 (+); 1-4,437 (+)
41 DEDDh_I_II_III_IV_V_VI_1 (CDS_0043)

L e e Gyt T e ————————d
TemPhD_cluster_62976_:29,398-32,594 (+); 1-4,449 (+)
Cox-like excisionase and repressor (CDS_0036)
DS-34_DS-34A (CDS0035)
34 \ 40 41

——— N T E—
TemPhD_cluster_62980_:26,819-32,594 (+); 1-3,004 (+)
RNA-binding protein (CDS_0044) PDC-M11A_WP_212116594.1 (CDS_0004)
cell division inhibitor (CDS_0040) oMTase_00018 orphan (CDS_0045) PDC-M11B_WP_204471233.1 (CDS_0005)

;

R S
TemPhD_cluster_51597:30,221-34,203 (+); 1-7,431 (+)

RNA-binding protein (CDS_0043) oMTase_00018 orphan (CDS_0044)

TemPhD_cluster_51812:29,501-33,483 (+); 1-8,477 (+)
RNA-binding protein (CDS_0040) oMTase_00018 orphan (CDS_0041)

i
i ‘

TemPhD_cluster_38172:26,347-30,329 (+); 1-6,896 (+)
RNA-binding protein (CDS_0038) oMTase_00018 orphan (CDS_0039)

TemPhD_cluster_44240:26,692-30,674 (+); 1-6,190 (+)
RNA-binding protein (CDS_0043) oMTase_00018 orphan (CDS_0044)

TemPhD_cluster_63424_:26,701-30,683 (+); 1-7,686 (+)
RNA-binding protein (CDS_0043) oMTase_00018 orphan (CDS_0044)

TemPhD_cluster_43691:30,292-34,274 (+); 1-9,385 (+)
RNA-binding protein (CDS_0041) oMTase_00018 orphan (CDS_0042)

TemPhD_cluster 22126 :26,434-30,416 (+); 1-6,986 (+)
RNA-binding protein (CDS_0040) oMTase_00018 orphan (CDS_0041)

i
’

TemPhD_cluster_38169: 26,407-30,389 (+); 1-6,960 (+)
RNA-binding protein (CDS_0043) oMTase_00018 orphan (CDS_0044)

N SN D SN SN SE—
TemPhD_cluster_17323:29,001-32,983 (+); 1-5,621 (+)
RNA-binding protein (CDS_0043) oMTase_00018 orphan (CDS_0044)

TemPhD_cluster_51882:28,953-32,935 (+); 1-8,214 (+)
RNA-binding protein (CDS_0044) oMTase_00018 orphan (CDS_0045)

N

é
’

- | _— I
TemPhD_cluster_30606: 29,001-32,983 (+); 1-5,621 (+)
RNA-binding protein (CDS_0044) oMTase_00018 orphan (CDS_0045)
N SN S SN SN SE— O —— . —_— I
TemPhD_cluster_17326:29,002-32,984 (+); 1-5,622 (+)
RNA-binding protein (CDS_0039) oMTase_00018 orphan (CDS_0040)
N NN DN N SN S— L e I | 1 . —
TemPhD_cluster_20663:29,262-33,244 (+); 1-9,022 (+)
cell division inhibitor (CDS_0040)
oMTase_00018 orphan (CDS_0044)
D U U S | I 1 o —
TemPhD_cluster_37818_:30,188-33,612 (+); 1-8,637 (+)
oMTase_00018 orphan (CDS_0042) 4
¢ DO i P —¢ ¢
TemPhD_cluster_37874:29,784-33,211 (+); 1-7,200 (+)
oMTase_00018 orphan (CDS_0041)
S o I N I W I Y ) e W e SR SR
TemPhD_cluster_63094 _: 28,718-32,142 (+); 1-6,289 (+)
oMTase_00018 orphan (CDS_0041)
S g O g, ¥ 5 ey W W) S S——
TemPhD_cluster 62801 :29,935-33,363 (+); 1-7,960 (+)
DEDDh_III_III_IV_V_VI_1 (CDS_0046) 47 oMTase 00018 orphan (CDS_0048)
(S 0 O N N e — I 0 —
TemPhD_cluster_51180: 32,085-36,089 (+); 1-7,481 (+)
oMTase_00018 orphan (CDS_0046)
S I D W I R, By e U, W I N N » CUN SE—
TemPhD_cluster_37514_: 32,485-35,913 (+); 1-8,423 (+)
RNA-binding protein (CDS_0044) oMTase_00018 orphan (CDS_0045)
S O g W4 0 1 B A, B Ty WS W Ny Su—
TemPhD_cluster_43700: 30,257-34,239 (+); 1-7,447 (+)
RNA-binding protein (CDS_0044) oMTase_00018 orphan (CDS_0045)
I A N I N —
TemPhD duster 43701 30, 257 34, 239( ), 1-7,447 (+)
oMTase_00018 orphan (CDS_0046)
I S N . N N — I O —
TemPhD_cluster_51205: 32,457-35,885 (+); 1-7,466 (+)
queuine tRNA-ribosyltransferase (CDS_0046) 3 4
| N S — N NN T . I —
TemPhD_cluster_37200_: 34,296-37,795 (+); 1-9,382 (+)
RNA-binding protein (CDS_0045)
S O 1 T g, O O i G GRS ey WY s GRS S
TemPhD_cluster_51023: 33,008-36,719 (+); 1-7,670 (+)
38 39 41 RNA-binding protein (CDS_0043)
I B B I S S

I S N S E——
TemPhD_cluster_43644:30,234-34,642 (+) 1-7,670 (+)
45 RNA-binding protein (CDS_0046)

]
IMGVR_UViG_3300025728_000373|3300025728|Ga0207655_1000044(293099-327029:29,750-33,929 (+)

RNA-binding protein (CDS_0045)

IMGVR_UViG_3300029175_000056|3300029175]|Ga0120257_100049|59423-92097: 28,961-32,673 (+)

RNA-binding protein (CDS_0041) 43
N N S S E— L e L |
TemPhD_cluster_62672_:28,933-33,942 (+); 1-2,955 (+)

RNA-binding protein (CDS_0043) 5

I E———
TemPhD_cluster_62886_:29,330-33,044 (+); 1-6,274 (+)
DEDDh_I_II_II_IV_V_VI_1 (CDS_0046)

N R S
IMGVR_ UV|G 2747842850_000004(2747842850(2747868971|112773-147436:30,662-34,662 (+)

RNA-binding protein (CDS_0042)

N
IMGVR_UViG_3300032159_000071|3300032159/Ga0268251_10000054(162-32511: 28,624-32,348 (+)
DEDDh_I_II_INI_IV_V_VI_1(CDS_0043)

IMGVR UV|G 2690315699_000006|2690315699|2690318890(29475-66122:32,643-36,646 (+)
29 DEDDh_LII_II_IV_V_VI_1(CDS_0031)

MGV- GENOME 0161252:17,981-21,985 (+)
SspBCDE__SspD (CDS_0060)

IMGVR UViG_2731957943 000001(2731957943|2732027480|222754-273666:47,243-50,911 (+)
queuine tRNA-ribosyltransferase (CDS_0042)

MGV-GENOME-0230919:30,001-33,498 (+)
oMTase_00018 orphan (CDS_0048)
44 SspBCDE__SspD (CDS_0049)

i
\i*

IMGVR _UViG_2778261510_000014|2778261510(2778316824(31423-76115:40,770-44,691 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0043)
tellurite resistance (CDS_0042) T 44 RNA-binding protein (CDS_0046)

—
TemPhD_cluster_43638:29,306-34,727 (+); 1-3,041 (+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0035)
tellurite resistance (CDS_0034) | 36

I S N R E—
TemPhD_cluster_52891: 19 183-24,604 (+); 1-3,005 (+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0038)
tellurite resistance (CDS_0037) T 39

TemPhD_cluster_44288:25,280-30,413 (+); 1-3,004 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0041)
tellurite resistance (CDS_0040) T 42

N N S E——
TemPhD_cluster_16116:27,964-33,385 (+); 1-2,771 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0041)
tellurite resistance (CDS _ 0040)T 42

S N S S S——
TemPhD_cluster_43813:28,111-33,532 (+); 1-2,982 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0040)
tellurite resistance (CDS_0039)

i
g
I‘:

TemPhD_cluster_52231:24,880-31,299 (+); 1-2,991 (+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0039)
tellurite resistance (CDS_0038) T 40

TemPhD_cluster_44121:24,880-31,290 (+); 1-2,746 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0042)

. ]
tellurite resistance (CDS_0041) | 43
|

—————— &Rt —— ]
TemPhD_cluster_37633_:29,280-34,880 (+); 1-3,015 (+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0039)
tellurite resistance (CDS_0038) | 4

I S I R —
TemPhD_cluster_11628:25,335-30,755 (+); 1-3,005 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0046)
tellurite resistance (CDS_0045) | 47

I S I S —
TemPhD_cluster_21947: 31 596-37,017 (+); 1-3,001 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0040)
tellurite resistance (CDS_0039) T 41

TemPhD_cluster_63053_:25,876-32,295 (+); 1-2,992 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0041)
tellurite resistance (CDS_0040) T 42

TemPhD_cluster_37849:27,436-33,440 (+); 1-3,001 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0041)
tellurite resistance (CDS_0040) T 42

T —
TemPhD_cluster_37759_:28,284-33,997 (+); 1-2,982 (+) -

TciB-like inhibition of cell division or resistance to colicin (CDS_0043)
tellurite resistance (CDS_0042) T

I —— I N E—
TemPhD_cluster_51618: 29 034-34,167 (+); 1-5,701 (+)
TciB-like inhibition of cell division or resistance to colicin (CDS_0041)
RNA-binding protein (CDS_0044)
tellurite resistance (CDS_OO4W

i

IMGVR_UVIG_2565956772_000025|2565956772|2565990936|17-33304: 29,645-33,286 (+)
40 41 4

I R —
TemPhD_cluster_52413: 26,406-30,547 (+); 1-4,793 (+)
40 41 4

TemPhD_cluster_52414:26,406-30,547 (+); 1-4,793 (+)
RNA-binding protein (CDS_0044) 46  phosphoadenosine phosphosulfate reductase (CDS_0047)

— e E— —
TemPhD_cluster_61999: 31 459-36,607 (+); 1-3,013 (+

)
44
e N | S -
TemPhD_cluster_51651:29,195-34,076 (+); 1- )
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TemPhD_cluster_5374:26,603-31,484
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TemPhD_cluster_37707_: 29 370-34,242 (+ ) 1-5,428 (+)
41
S SO /S g G g, A, S —" G /gy W W, S—
TemPhD_cluster_17324:28,102-32,982 (+); 1-6,467 (+)
41

P | mm—
TemPhD_cluster_33654:28,151-33, 032( ) 1- 6096(
cell division inhibitor (CDS_0047)

IMGVR_UViG_2526164668 OOOOZ9I2526164668\2526183294|70351 108563:33,512-37,363 (+)

cell division inhibitor (CDS_0045)
46

I%

IMGVR_UViG_2529292831 000017|2529292831\2529352419|24391 -64904:35,517-39,664 (+)
cell division inhibitor (CDS_0042)

|
|
LE
In:
|

T — -—
TemPhD_cluster_62364:30,190-35,187 (+); 1-2,757 (+)

cell division inhibitor (CDS_0044)
45 oMTase_00018 orphan (CDS_0049)

|
I
0
I
I

e —
IMGVR_UViG_2534681657_000021|2534681657|2534690108|24533-64021: 34,492-39,487 (+)

cell division inhibitor (CDS_0043)

IMGVR_UViG_2513237219_000007|2513237219|2513260678|2968132-3005634: 32,208-35,826 (+)
DNA ligase (CDS_0038)
39 cell division inhibitor (CDS_0044)

TemPhD_cluster_19948: 28,805-35,307 (+); 1-3,001 (+
35 36 dCTPase (CDS_0037) cell division inhibitor (CDS_0042)

N — | e —————— o m——
IMGVR_UViG_2534682093_000019|2534682093|2534784583(25884-62009: 27,044-35,276 (+)
37 cell division inhibitor (CDS_0042)

— I S S I — I
IMGVR_UViG_651053021_000004|651053021]651053125|2734926-2769189:26,935-33,414 (+)
29 30 cell division inhibitor (CDS_0036)

TemPhD_cluster_52339:23,406-30,875 (+); 1-2,715 (+)
cell division inhibitor (CDS_0037)

I P
TemPhD_cluster_38156:23,852-30,492 (+); 1-2,742 (+)
cell division inhibitor (CDS_0039)

I S N N B -
TemPhD_cluster 43727:26,152-34,068 (+); 1-2,756 (+)
37 cell division inhibitor (CDS_0042)
I I L | & ./ -
TemPhD_cluster_43432:28,802-36,127 (+); 1-2,757 (+)
35 anti-repressor (CDS_0036) cell division inhibitor (CDS_0042)
I I L 8 ] -
TemPhD_cluster_51465:26,605-34,756 (+); 1-2,756 (+)
36 37 42

——— a5 —
TemPhD_cluster_51490:26,024-34,763 (+); 1-2,352 (+)

39
I I I S N N I LB
TemPhD_cluster_23800_:27,118-35,816 (+); 1-2,967 (+)
cell division inhibitor (CDS_0035)
I L — BN N S I 1 -
TemPhD_cluster_22878:26,568-33,244 (+); 1-2,967 (+)
32 37 celldivision inhibitor (CDS_0038)
D BN NN DS S | S -

I I
TemPhD_cluster_43728:25,312-34,054 (+); 1-2,763 (+)
35 cell division inhibitor (CDS_0036)

TemPhD_cluster_28239:25,335-34,026 (+); 1-2,973 (+)
37 celldivision inhibitor (CDS_0038)

I T —
TemPhD_cluster_43770:26,220-33,771 (+); 1-2,747 (+ )
40 cell division inhibitor (CDS_0041)

I . S S | —
TemPhD_cluster_62627_:25,766-34,143 (+); 1-2,747 (+)

39 cell division inhibitor (CDS_0040)

TemPhD_cluster_43653:24,963-34,519 (+); 1-2,742 (+)
DNA methyltransferase (CDS_0041)

IMGVR_UVIG_2630968709_000002|2630968709|2631015667|42824-75150: 28,224-32,275 (+)
cell division inhibitor (CDS_0043)

T — -
TemPhD_cluster_24903: 30,780-35,248 (+); 1-2,757 (+)

oMTase_00018 orphan (CDS_0048)

TemPhD_cluster_37511_:32,509-35,937 (+); 1-3,001 (+)
cell division inhibitor (CDS_0043)

| S o S D W W
IMGVR_UVIG_2778261214 000024|2778261214|2778290840|2-38970: 34,520-38,967 (+)
42 oMTase_00018 orphan (CDS_0046)
I NN D S —— _——
TemPhD_cluster_15492: 30,059-34,040 (+); 1-3,001 (+)
oMTase_00018 orphan (CDS_0046)
S ) S o B,y 4 ) 0 | b B

TemPhD_cluster_15493:30,059-34,040 (+); 1-3,001 (+)
50 51

I | S S S S—
IMGVR_UVIG_2778261217_000006|2778261217|2778291117|23376-63308: 34,988-39,083 (+)
46

e I e E— R —
IMGVR_UViG_2690316188_000021[2690316188|2690355296[23397-63335: 35,228-39,937 (+)
47 48

IS N S S E—
IMGVR _UViG_2529292721 000014(2529292721|2529330397(25327-67014:36,690-40,837 (+)

N
(&

IMGVR_UViG_2588254059_000001|2588254059|2588302758|1618325-1656132: 33,360-37,806 (+)
cell division inhibitor (CDS_0037)

SAMEA2580165_al ct14634 vs1:28,208-32,657 (+)
RNA-binding protein (CDS_0053) oMTase_00018 orphan (CDS_0054)

N B N N I
IMGVR_UVIG_2537562192_000020|2537562192|2537633229|222479-260672: 34,970-38,192 (+)

54
I [ mm— I . N |
TemPhD_cluster_40330:42,500-47,642 (+); 1-2,756 (+)

43

IMGVR_UViG_2695420874 OOOOO4|2695420874\2695492941|23709 74185:45,776-49,627 (+)
queuine tRNA-ribosyltransferase (CDS_0048)

i

IMGVR_UVIG_2529292935_000004|2529292935]2529369775(62243-101965: 35,529-39,721 (+)

ii

IMGVR_UVIG_2706794519_000002|2706794519|2706804853|72857-107133: 30,839-34,275 (+)

| N
w
I

N - —
TemPhD_cluster_62344:30,569-35,276 (+); 1-2,783 (+)
queuine tRNA-ribosyltransferase (CDS_0043)

i

TemPhD_cluster_28220:30,278-34,472 (+); 1-8,561 (+)
queuine tRNA-ribosyltransferase (CDS_0042)

1 | I | I s e —
TemPhD_cluster_37826 : 29 396-33,590 (+); 1-8,450 (+)
queuine tRNA-ribosyltransferase (CDS_0043)
S — B | 1 . —
TemPhD _cluster_22840: 30 768-34,962 (+); 1-8,962 (+)
queuine tRNA-ribosyltransferase (CDS_0045)
S . - I 0 1 —

S I
TemPhD_cluster 37571 31 293-35,487 (+); 1-8,375 (+)
oMTase_00018 orphan (CDS_0041) queuine tRNA-ribosyltransferase (CDS_0042)

é

TemPhD_cluster_3103:29,761-34,021 (+); 1-9,258 (+)
5000 nt {
DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation
I L] |

unknown function defence (DefenseFinder) defence (PADLOC) tmRNA




