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replication initiation protein (CDS_0039)
38 44 45 46

o . — — ———— -
TemPhD_cluster_61332:29,433-38,296 (+)

49 50 NinB/Orf homologous recombination mediator (CDS_0051)

] I
TemPhD_cluster_35530: 35,667-43,373 (+)
NinB/ Orf homologous recombination mediator (CDS_0043)
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anti-termination protein Q-like (C CDS_0042)

[

|

TemPhD cluster_33372:28, 868 36, 843( )i 1- 1620( )

IN
o

toxin-antitoxin system HicB-like (CDS_0041)

_— - I - _—
TemPhD_cluster_50850: 28,029-37,249 (+); 1-1,620 (+)
42 46

I I S ——
TemPhD_cluster_50178:32,958-39,510 (+); 1-1,620 (+)
anti-termination protein Q-like (CDS_0041)
anti-repressor Ant (CDS_0042)
34 | 43 44 45

B
TemPhD_cluster_42888:29,226-38,626 (+); 1-1,620 (+)

anti-termination protein Q-like (CDS_0037)
anti-repressor Ant (CDS_0038)
| 39 40 41

|

TemPhD duster 43289:27, 561 36, 862 (+) 1-1,620 (+)
anti-termination protein Q-like (CDS_0039)
anti-repressor (CDS_0040) 41

w
X
IS
N

‘

TemPhD duster 30150 27,731-39.444 (+) 1-1,620 (+)

anti-repressor (CDS_0035)
34 36 37 38

TemPhD duster 22068 21,876-33 588( ); 1-1,620 (+)

Mok_Hok_Sok__Hok (CDS_0037)
38 39 40 41

I _— N
TemPhD_cluster_50345:26,755-36,880 (+)
toxin-antitoxin system HicB-like (CDS_0053)
54 55

TemPhD_ duster 31943 36,372-44,082 (+)
toxin-antitoxin system HicB-like (CDS_0047)

48 49

o0 B -0 BED (D b
TemPhD_cluster_29801:33,065-40,775 (+)
Mok_Hok_Sok__Hok (CDS_0037)

T 38 39 40 41
ED- OB O-Blo—_ oD
TemPhD_cluster_42205:31,729-39,267 (+)

34 35 40 41

TemPhD_cluster_37737_:25,837-34,083 (+)
anti-termination protein Q-like (CDS_0045)

MTase_l1_00164 Type (CDS_0046) 47 48 49
I — —— — —— & ———— & —— |
TemPhD_cluster_41586:32,023-42,166 (+)
47 51

B B N —
TemPhD_cluster_25957:32,522-39,827 (+)

I I N
TemPhD_cluster_42682:32,523-39,187 (+)
43
e e - - I LW & | S
TemPhD_cluster_22741:31,715-38,288 (+)
toxin-antitoxin system HicB-like (CDS_0038)
anti-repressor (CDS_0037)

I NN N — I
TemPhD_cluster_21288:25,455-32,974 (+)

anti-termination protein Q-like (CDS_0051)

52 53 54

)

TemPhD_cluster_59743:36,700-46,211 (+)
anti-termination protein Q-like (CDS_0048)

Y
el
v
o

I
TemPhD_ duster 60544 34,106-43, 141( )
HNH endonuclease (CDS_0051) toxin-antitoxin system HicB-like (CDS_0054)
anti-repressor (CDS_0053)

—
@

3

T
=
@)
o
c

@

&
@

=

w
a
wW
0
N
W
©
o
e}
@
A
a
N
W
a

X i (+)
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TemPhD._ cluster 25986: 26,437-39,654 (+); 1-1,620 (+)
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