Cox-like excisionase and repressor (CDS_0036)
transcriptional regulatcT(CDS_OOSS)
CDS_0028 integrase (CDS_0034) CDS_0038
CDS_0027 CDS_0029 CDS_0030 CDS_0031CDS_ 0032  CDS_0033 | CDS_0037]

IMGVR _UVIG_ 2724678967 _000002|2724678967|2724686897(91690-123947 22296:31971(+)
CDS_0032 CDS_0033 CDS_0038 CDS_0039

IMGVR_UVIG_2724678970_000001|2724678970|2724687090|41612-73869 22296:32257(+)

CDS 0031
T cDs.0032 CDS_0036

IMGVR_UViG_2811995341_000005|2811995341|2812090451|23215-54689 21916:31179(+)

transcriptional regulator (CDS_0030)
CDS_0031

!%

IMGVR_UViG_3300045988_122811|3300045988|Ga0495776_152642 21300:_30237(+)

CDS_0031
| cps 0032

IMGVR_UViG_2617271331_000001|2617271331]2617366833|210513-241608 21887:30800(+)

transcriptional regulator (CDS_0032)
Septu__PtuB (CDS_0033)

]
l

IMGVR_UViG_3300036825_000141|3300036825 IGa037669770000003|3244%-357506 23800:32791(+)
CDS_0032 CDS_0033

IMGVR_UViG_2654587598 000005|2654587598|2654595094|3915-35807 22524:31606(+)

CDS_0030
CDS_0029 | CDS 0031

IMGVR_UVIG_2657244962_000001|2657244962|2657251418|304564-335289 21677:30431(+)

CDS 0031
|7 cDs.0032  CDS.0033

IMGVR_UViG_2859259661_000004|2859259661/2859259661|3763546-3797656 23244:33816(+)

CDS_0031
CDS_0030 CDS_0032

IMGVR_UViG_2916255364_000003|2916255364/2916255364(1920665-1954865 23527:33906(+)

transcriptional regulator (CDS_0031)
32 33 34 35

w
o~

!%

SAMEA2579957 _al_ct6566_vs1 23842:35963(+)

CDS_0033
CDS_0028 CDS_0032 T CDS_0034

IMGVR_UViG_2563366847_000004|2563366847|2563393370|471155-503963 21592:31118(+)
CDS_0030

(@)
lw)
v}
8
@
b

IMGVR_UViG_2751185935_000005|2751185935]2751259929|219900-249929 20600:29458(+)
CDS_0030

IMGVR_UViG_2721755753_.000005|2721755753|2721801398(2622035-2651521 19922:28915(+)
Menshen__NsnA (CDS_0031)

IMGVR_UViG_3300042923 001770|3300042923|Ga0456365_0000025|111345-143326 22195:31410(+)
CDS_0031

IMGVR_UViG_2835057033_000004|2835057033]2835057068|15098-47238 23290:31569(+)
CDS_0031

IMGVR _UVIG_2518645555_000002|2518645555|2518681419|2669550-2700837 21676:30716(+)
cation efflux protein (CDS_0031)

IMGVR UVIG 2884403191 000003|2884403191]2884403191/4571201-4600408 19616:28646(+)
CDS 0032

uvig 369760 22217:30529(+)
CDS_0033

IMGVR_UViG_2660238069_000010[2660238069|2660259731|28906-59256 21961:29779(+)
CDS_0032

IMGVR_UViG_3300011234_000029|3300011234|Ga0120772_100002|537915-567345 20619:28870(+)

CDS_0031
CDS 0030

IMGVR_UViG_3300011690_000017|3300011690/Ga0120983_10007|284866-314915 21236:29488(+)
CDS_0031 CDS_0032

TemPhD_cluster_51930 22452:32153(+)

transcriptional regulator (CDS_0031)
DRT_2_drt2 (CDS_0032)
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I

TemPhD_cluster_63089_ 21629:31601(+)

transcriptional regulator (CDS_0029)
CDS_0030

o
I

TemPhD_cluster_33842 20569:30156(+)

transcriptional regulator (CDS_0031)
AbiT__AbiTii (CDS_0032)

!%

IMGVR_UViG_3300011674_000008|3300011674|Ga0120786_100006|594 16-_90984 22097:31008(+)

transcriptional regulator (CDS_0031)
CDS_0032

I%

TemPhD_cluster 44105 21062:30879(+)

transcriptional regulator (CDS_0031)

[ cps_0032
TemPhD_cluster_38051 21932:30916(+) | N
CDS_0032
[ cps.0033

IMGVR_UViG_2687453587_000002|2687453587|2687454389|2048430-2081628 23841:32595(+)

transcriptional regulator (CDS_0033)
CDS_0034

I%

IMGVR_UViG_3300011727_000024|3300011727|Ga0120942_100005| 10602?[38098 21995:31499(+)
transcriptional regulator (CDS_0033)CDS_0034

IMGVR_UViG_3300036825_000148|3300036825|Ga0376697_0000017| 1512?67183203 23202:31427(+)

transcriptional regulator (CDS_0033)
CDS_0034

19—
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TemPhD_cluster_30768 20500:29147(+)
CDS_0034 CDS_0035

IMGVR_UViG_2731957863_000005|2731957863|2732019253|21400-53275 22258:31304(+)

transcriptional regulator (CDS_0034)
CDS_0035

—
I

IMGVR_UViG_3300029257_000234|3300029257|Ga0 168675_100002|86349E396414 23991:32351(+)

CDS_0036
[ cps.0037

IMGVR_UVIG_2576861716_000007|2576861716|2576916213|160-33085 23350:32354(+)

CDS_0032
CDS_0031 CDS_0033

IMGVR_UViG_2859243816_000002|2859243816/2859243816|4025533-4058230 22210:32127(+)
CDS_0031  CDS_0032

IMGVR_UViG_2773857935_000007|2773857935|2773875922|129399-162204 22704:32235(+)

transcriptional regulator (CDS_0031)
CDS_0032
“| cDs_0033

I%

TemPhD_cluster_63246_ 21881:30924(+)

CDS_0031
‘| cps 0032

IMGVR_UViG_2751185930_000002|2751185930|2751259538|74797-105594 21881:30226(+)

CDS_0035
CDS_ 0034 | CDS 0036

IMGVR_UVIG_2671180447_000005|2671180447|2671230149|1-30786 21962:30214(+)
CDS_0033 CDS_0034

IMGVR_UViG_2700989506_000004|2700989506|2701084740|78315-108841 21961:29955(+)

transcriptional regulator (CDS_0032)
CDS_0034
DS 0033 | CDS 0035

lH

TemPhD_cluster_63103_ 22035:31536(+)

CDS_0032
| cbs_0033

IMGVR_UViG_2811995305_000002|2811995305|2812087093|67032-98343 22035:30740(+)

transcriptional regulator (CDS_OOSL)
CDS_0032 CDS_0033

IMGVR_UViG_3300031418_000774|33000314 18IGa030816671000173|2-31(£3 21300:30490(+)

CDS_0030
| cps 0031

TemPhD_cluster_52673 19626:28273(+)

transcriptional regulator (CDS_0030)
CDS_0031

l%

IMGVR_UViG_3300048929_000802|3300048929|Ga0496126_0000825 |86-2%50 2172479269(4-)
CDS_0031 CDS_0032

TemPhD_cluster_52449 21249:29886(+)

transcriptional regulator (CDS_0029)
“CDS_0030
| | cbs 0031 CDS_0035

IMGVR_UViG_3300013664_000027|3300013664|Ga0121129_10001| 216682317685 21003:30433(+)

transcriptional regulator (CDS_0031)
tail protein (CDS_0030] CDS_0032

TemPhD_cluster_38052 21932:30916(+)
CDS_0030 transcriptional regulator (CDS_0031)

IMGVR_UViG_2751185937_000006|2751185937|275 1260129|55099785495-2-1932:29826&)
CDS_0032

IMGVR_UViG_2663763403_000008|2663763403|2663855630(28869-58936 21961:29496(+)

transcriptional regulator (CDS_0032)
33 34 35

W
o

!%

IMGVR_UViG_3300045100_000073|3300045100|Ga0485500_00006 |435848$ 1222 22901:34813(+)

transcriptional regulator (CDS_0032)
33 34 35

[
o

!%

IMGVR_UViG_3300045179_000069|3300045179|Ga048538 1_00046|9116744$O 22901:34813(+)

transcriptional regulator (CDS_0032)
CDS_0033 CDS_0034

!%

IMGVR_UViG_3300046548_000056|3300046548|Ga0491264_00068| 17800750_271 22901:31910(+)

transcriptional regulator (CDS_0030) RegX3 (VF0858) (CDS_0033)
31 32 34

gI

uvig_370614 19022:31457(+)

transcriptional regulator (CDS_0031)
CDS_0032 CDS_0036 CDS_0037
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TemPhD_cluster_43982 21397:31587(+)
CDS_0027 CDS_0028

IMGVR_UViG_2728369402_000002|2728369402|2728434825|2614916-2645160 19473:29715(+)
CDS_0032

IMGVR_UViG_2585428186_000001|2585428186|2585515397(890296-921272 21153:30405(+)

CDS_ 0029 CDS_0031
] cDs_0030 CDS_0032

IMGVR_UViG_2681812869_000001|2681812869|2681821665|228885-261875 21616:32419(+)
CDS_0031 CDS_0032 CDS_0033

IMGVR_UViG_3300003857_000008|3300003857|Ga0058693_1000119 21762:32899(+)
CDS_0031 CDS_0032

IMGVR_UViG_3300030516_000176|3300030516|Ga0268255_10000163|15618-47850 21761:31661(+)
29 30 31
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CDS_0036
CDS_0032 CDS_0033 | cps 0037

)|

IMGVR_UViIG_2663763164_000008|2663763164[2663823509(43939-76287 23352:31787(+)
CDS_0032 CDS_0033

IMGVR_UViG_2859662220_000005|2859662220|2859662220|3896603-3927550 21865:30667(+)

transcriptional regulator (CDS_0032)
33 34 35 36 37 38

!%

IMGVR_UViG_3300042922_000702|3300042922|Ga0456363_0001957 223535031(+)

transcriptional regﬁlator (CDS_0032)

33 34 35 36
-_— —
IMGVR_UViG_3300030512_000016|3300030512|Ga0268257_1000739 22068:33602(+)
Septu__PtuA (CDS_0032)
31 Septu_PtuB (CDS_0033) 34 35 36
O O D - CH O KD DOAPED

IMGVR_UViG_3300048924_000188|3300048924|Ga0496121 0001746 22042:34924(+)
30 31 32

w
@
w
b
w
a

IMGVR_UViG_3300048923_000105|3300048923|Ga0496120_0001112 22294:34394(+)

transcriptional regulator (CDS_0033)
34 35 36 37

w
®
w
N}
N
o
N
=

E%

SAMNO1773469_al_ct4884_vs1 22794:36128(+)

transcriptional regulator (CDS_0032) phospho-2-dehydro-3-deoxyheptonate aldolase (CDS_0037)
33 34 35 36 38

(R
I

SAMNO1773437_al_ct548_vs1 23049:36288(+)

transcriptional regulator (CDS_0031)
CDS_0032 transcriptional regulator (CDS_0034)
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TemPhD_cluster_33858 21398:30325(+)
CDS_0030 CDS_0031

IMGVR_UViG_2869822064_000003|2869822064/2869822064(1523067-1552666 20583:29319(+)

transcriptional regulator (CDS_0034)

TemPhD_cluster_38252 21769:29905(+)

transcriptional regulator (CDS_0033)

TemPhD_cluster_52437 22355:30492(+)

transcriptional regulator (CDS_0031)
CDS_0033
CDS_0032 CDS_0034

!%

SAMNO1773343_al_ct262_vs1 21942:33020(+)

transcriptional regulator (CDS_0032)
RegXZ?T(VFO858) (CDS_0034)
CD5.0033 CDS_0035

uvig_315463 21193:30994(+)

RT_III-AM_III-B_2 (CDS_0034)
33 35 36 37 38

!I

SAMNO9781705_a1_ct157460_vs1 22128:34478(+)
RT_II-AM_III-B_2 (CDS_0034)

CDS_0033 CDS_0035]

!#

IMGVR_UViG_2627854066_000005|2627854066|2627912720|2179933-2213411 22126:32907(+)
CDS_0033 RT_III-AM_I11-B_2 (CDS_0034)

uvig 589830 22128:31780(+)

RegX3 (VF0858) (CDS_0035)
CDS_0033 CDS_0034 CDS_0036 CDS_0040

!I

uvig 463159 22858:35461(+)
CDS_0034 CDS_0035

IMGVR_UViG_2773857889_000004|2773857889|2773874078|1887225-1920525 22139:32450(+)

CDS_0033
| cDs 0034

IMGVR_UViG_2737471818_000001|2737471818|2737496157|87441-120310 22858:32019(+)

transposase (CDS_0035)
CDS_0034 CDS_0036 CDS_0037

IMGVR_UViG_2870490042_000002|2870490042|2870490042| 1745537 1781322 23384:35678(+)

transcriptional regulator (CDS_0037)
CDS_0039
CDS_0033 CDS_0034 CDS_0038]

!H

IMGVR_UViG_2675903403 _000003|2675903403|2675970957(80-34493 22352:34133(+)
transcriptional regulator (CDS_0036) CDS_0038

CDS_0037]

IMGVR_UViG_2731957873_000001|2731957873|2732019693|4246-36050 23396:31804(+)

tail terminator (CDS_0034)
Rz-like spanin (CDS_0033) CDS_0036
CDS_0032 T |cDs.0035 CDS_0037 CDS_0038

IMGVR_UViG_3300031088_000306|3300031088| Ga0308157_7)002083 22878:34814(+)

CDS_0034 CDS_0035

|MGVR?UVIG?29164223817000003|291£T22381I2916422381|2449576-2480950 26126:31374(+)
CDS_0033 CDS_0034

IMGVR_UViG_2582580908_000002|2582580908|2582661830|1204977-1234989 24471:30012(+)

CDS.0034  CDS 0036
CDS_003

!U*I

IMGVR_UViG_33000368 167000054|330M816I Ga0376685_0000001]1553128-1583852 25528:30724(+)

transcriptional regulator (CDS_0034)
CDS_0037 replication initiation protein (CDS_0038)

i#

IMGVR_UViG_2568526234_000001|2568526234/2568558337|147003-178484 25695:31093(+)

transcriptional regulator (CDS_0033)
CDS_0031 CDS_0038

l%

TemPhD_cluster_38143 24368:30332(+)
CDS_0035

TemPhD_cluster_63328_ 21969:30343(+)

CDS 0033
CDS 0032
B P& KO0
TemPhD_cluster 63218  22455:30830(+)
CDS_0032
CDS_0031  CDS 0033
e I R U Wy 5 S o G O W B
TemPhD_cluster 28456 20489:29444(+)
CDS_0030
CDS_0029
TemPhD_cluster_52697 19492:27855(+) AN N\
CDS_0034
CDS_0028 CDS_0033

TemPhD_cluster 44094 21772:30719(+)
cation efflux protein (CDS_0031) CDS_0032

IMGVR_UViG_2563366805_000006|2563366805I2563391177?5641—94802 19358:28376(+)
cation efflux protein (CDS_0030)

IMGVR_UViG_2897313520_000006|2897313520] 2897313520|_4246139-4277022 21339:30097(+)

cation efflux protein (CDS_0033) CDS_0035
CDS_0034 | CDS 0036

!I

uvig_589034 20008:29743(+)

CDS_0040
CDS_0041 | CDS_0039
O @ {0
TemPhD_cluster 63702 1:5036(-), 26075:29504(-)
CDS_0030
[ cDs.0031
TemPhD_cluster 44531 19136:27610(+) | V4
CDS_ 0033
/O D@ KEHDEOD
IMGVR_UVIiG_2617270966 000010|2617270966|261732192261715-91095 20776:28595(+)
CDS_0035 CDS_0040
IMGVR?UVIGJSS18393767000005|2531839376I2531892723?98397110114 21271:2949@
CDS_0032
| cbs_0033

TemPhD_cluster_18608 21459:30317(+)
CDS_0038

TemPhD_cluster_63903 1:5068(-), 25013:28428(-)

cation efflux protein (CDS_0032)
CDS_0033
[ cDs_0034

!I

SAMNO1774271_al_ct5058 vs1 21978:31764(+)

transcriptional regulator (CDS_0033)
CDS_0035 CDS_0036

|
!4

TemPhD_cluster 44470 19717:28801(+)

cell division inhibitor (CDS_0039)
3738 40 41

I
4I

mg7109115 24502:31124(+)
tail protein (CDS_0021)

tail protein (CDS_0022) CDS_0028
CDS_0020 | CDS_0023 CDS_0024 CDS_0029

IMGVR_UViG_2872108161_000001|2872108161|2872108161|2525449-2556576 16968:29712(+)

5000 nt 1
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