58 59 60 6162 1 2 STS 6 7
I S I ——— EEE N B N
TemPhD_cluster_46908:45,260-51,104 (+); 1-5,621 (+)
51 56 2
NI I B —— _— N BN . ——
TemPhD_cluster_11763:41,952-48,513 (+); 1-5,697 (+)

23

57 2

TemPhD_cluster_40086:42,468-48,425 (+); 1-4,695 (+)
2

TemPhD _cluster_59166:42,456-48,414 (+); 1- 4683( )

TemPhD _cluster_39830_:44,025- 49 890( ); 1- 4745( )
2 3 transposase (CDS_0004)

TemPhD_cluster_58314:45,997-51,854 (+); 1-7,148 (+)
2 3 transposase (CDS_0004) 9 10

TemPhD_cluster_ 47073:44,103-50,061 (+); 1-8,660 (+)
transposase (CDS_0002)

[34 5 6 7
TemPhD _cluster_46648:47,140- 53 002 (+) 1-8,912 +)
transposase (CDS_0002)
34 5 6

TemPhD_cluster_46636:47,139-53,001 (+); 1-8,911 (+)
2 345

e

TemPhD _cluster_58534:44,932- 50 890( ); 1-:6,629 (+ )
62 1 2 3

TemPhD_cluster_25307:44,201-51,117 (+); 1-5,271 (+)
58 1

TemPhD cluster_7939:41,514-48,415 (+ ); 1- 4450( )
57 1 23 89 10

TemPhD_cluster_26963:41,652-48,529 (+); 1-7,316 (+)
transposase (CDS_0003) Doc-like toxin (CDS_0011)
2 J45 10 [ 12

TemPhD_cluster_47251:43,366-49,235 (+); 1-9,528 (+)
2 3

——
TemPhD _cluster_35077:42,365- 48 243 (+) 1-8,566 (+)

A

— i — .-
TemPhD_cluster_47822:41,325-47,293 (+); 1-6,281 (+)

234567 8
Dt DD {Ed
TemPhD_cluster_28843:47,617-53 494 (+); 1-7,783 (+)

234567 8
Dt v D—obio—D—d
TemPhD_cluster_46709:46,764-52,621 (+); 1-7,080 (+)

10

234567 89] 11

TemPhD_cluster_34488: 54,600-60,548 (+); 1-8,807 (+)

234567 8 13 15
O O — DO «EC-3Kd

TemPhD_cluster_46806:46,012-51,869 (+); 1-9,778 (+)
2 34567 8 9

TemPhD _cluster_58633:44,734- 50 594 (+) 1-8491 (+
2 345678

TemPhD_cluster_58796:44,062-49,931 (+); 1-10,281 (+)
234567

-
TemPhD _cluster_58937:43,507- 49 376( ); 1- 9(’:66( )

2 345678 9

TemPhD_cluster_58625:44,721-50,617 (+); 1-10,586 (+)
2 3 456789 1011

TemPhD_cluster_58635:44,705-50,574 (+); 1-10,917 (+)
73

—
TemPhD_cluster_57227:51,022-57, 639(+), 1-861(+)

ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0009)
UGA4_Fimbrae_114 (CDS_0008) 17 19 transposase (CDS_0022)
74 2 4 56 7 | 1011 12 13 14 1516]18 20 21 23

!
!

T S — N I . EEE— — — . — -
TemPhD_cluster_14280: 61,790-67,727 (+); 1-26,728 (+)

ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0009)
UG4_Fimbrae_114 (CDS_0008) 17 19 transposase (CDS_0022)
2 4 56 7 | 1011 12 13 14 1516[ 18 20 21 23

|
.

TemPhD_cluster_5128:61,791-67,728 (+); 1-26,729 (+)

ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
2 3 5 67 8 | 1112 13 14 15 1617[19 21 22 24
Do SO DD —C A BeH-aae i Kd——«« bbb —ED— EaEHId
N . N BN —— I - I ) I N I N — —— - N . — [ ] ]
TemPhD_cluster_14286:61,886-67,727 (+); 1-26,825 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
2 3 5 67 8 | 1112 13 14 15 1617[19 21 22 24
Do SO 1O—CHHaCBCH-aae i Kd——««Cd— b1 ——ED— KA
- ] — I - I ) I N N N . — —_—— — - N . — .-
TemPhD_cluster_14270: 61,790-67,727 (+); 1-26,729 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 19 21 transposase (CDS_0024)
2 3 5 67 8 | 11 12 13 14 15 16 171829 22 23 25
Do O —CHaECPCH-aae i KIKEK——EH 15— — KA
I I I - I ) I N e e I I I — - B . L |
TemPhD_cluster_45879: 62,404-68,341 (+); 1-27,354 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
2 3 5 67 8 | 11 12 13 14 15 1617[19 21 22 24
O O —CHHacpeH-ac i KiKE——« bbb —&D— EaEHId
. — I . A R ) N N G . I N N —_— — - -m — .-
TemPhD_cluster_6635:61,792-67,729 (+); 1-26,730 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
74 2 3 5 67 8 | aafiz 13 14 15 161719 21 22 24
OO )OO —CHAaCpeH-aae i Kb —ED— AaEHId
I I I . I B ) I N I N . — —_— — - B . .-
TemPhD _cluster_17918:61,791-67,730 (+); 1-26,730 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0024)
2 3 5 67 8 | 11 12 13 14 15 1617] 19 21 22 23 25
Do O —CHOacpa-ac ¢ KKE——CK— DO <—E&ED— KK
I I I - I R 0 I N I NN — - . —— - N . .-
TemPhD_cluster_20855:61,791-67,738 (+); 1-26,729 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 17 19 transposase (CDS_0022)
2 3 5 67 8 | 11 12 13 14 1516] 18 20 21 23
O W DO—CHHacBa-ac K Ki——@i b B—@&)—KaE<d
| I - I U I I R — —_—— — - B . —— .-
TemPhD_cluster 4970 61.791.67.728 (+); 1-26,729 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
2 3 5 67 8 | 1112 13 14 15 1617] 19 21 22 24
O W OO—CHHaECBa-ac K KIa—— @b B—@)—KaCd<d
| I U S I N N RN — ] — - B . —— | 1 ]
TemPhD.cluster 50016 1,887-67 728 (). 1-26,825 ()
ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0009)
UG4_Fimbrae_114 (CDS_0008) 17 19
2 4 56 7 | 1011 12 13 14 1516[ 18 20 21 22 23
O WO —CH—adpa-ac K KEG—— @b B—aD—KaE<d
| — O S I N RN ] - B . —— | 1 ]

TemPhD.cluster 52066 1,887-67.728 (). 1-26825 ()
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0009)
UG4_Fimbrae_114 (CDS_0008) 17 19 transposase (CDS_0022)
2 3 5 6 7 | 1011 12 13 14 1516[ 18 20 21 23

!
!

P W —— IS . EEE— — — - — -
TemPhD_cluster_14290:61,886-67,727 (+); 1-26,825 (+)

ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0009)
UG4_Fimbrae_114 (CDS_0008) 17 19 transposase (CDS_0022)
2 4 56 7 | 1011 12 13 14 1516] 18 20 21 23

|
.

T e E— N [T —— T — 1 [ ]
TemPhD _cluster_6590:61,792-67, 729( ); 1-26,730 (+)

ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0010)
Saf (VF0951) (CDS_0008) 18 20 transposase (CDS_0023)
2 4 56 9 11 12 13 14 15 1617T19T 21 22 24

!

I —
%
:

TemPhD_cluster_56205:61,792-67,729 (+); 1-26,730 (+)

ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
77 1 2 3 5 67 8 | 1112 13 14 15 1617] 19 21 22 24
OO SO0 ID—CHHACBCH-aad i Kd——« i hE-—1b——EH— EadEHId
L I NI — I - I (U I N I N . — | —— - N . | 1 ]
TemPhD_cluster_5014: 60,884-67,728 (+); 1-26,531 (+)
ParB-like partition protein (CDS_0004) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
76 1 2 3 5 67 8 | 11 12 13 14 15 161719 21 22 24
OO ) ID—CHHaCpCHaae ¢ Ki———««C— D1 —ED—H I
. . Bl | LI A R T I N N N _—— — .- I
TemPhD_cluster_6566: 60,822-67,729 (+); 1-26,469 (+)
ParB-like partition protein (CDS_0003)
cysH_IV-B_1 (CDS_0005) Saf (VF0951) (CDS_0010)
UG4_Fimbrae_114 (CDS_0009) 18 20 transposase (CDS_0023)
74 75 2 4 67 8 | 1112 13 14 15 1617[19 21 22 24
OO T DO —CHaAAEpaH-ac ¢ KK——@CK—hi—1E]——E&EH— KA
L& —_— I U I — U S N N — — - N . L |
TemPhD_cluster_45936:61,083-66,512 (+); 1-26,730 (+)
ParB-like partition protein (CDS_0003) Saf (VF0951) (CDS_0009)
T UG4_Fimbrae_114 (CDS_0008) transposase (CDS_0017)
2 4 56 7 | 10 11 1213 14 15 16 18 23
Do/ ) —CH—aE@pa-adém i KKE—@E D& — K EED<Kd
N —_— I I S 1 I N I BN NN - . -
TemPhD_cluster 45979:58,531-64,479 (+); 1-23,486 (+)
11
2 3 4 5 6 78910 12 13 14 15 16

TemPhD_cluster_57112:52,542-58,509 (+); 1-17,480 (+)

10 transposase (CDS_0013)
2 3 4 5 6789[11 12 14
D i ({CEHIE—D——EH—KEKEHId
L I — ! :_- NN — — — O -

TemPhD_cluster_46187:52,837- 58 774 (+); 1-17,775 (+)
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision moron, auxiliary metabolic gene and host takeover unknown function defence (DefenseFinder) virulence (VFDB)




