CDS_0020
CDS_0018
cbs_0022
CDS_0014 |CDS_0021
CDS_0017 CDS_0024
CD$_0019CD5_0025
CDS_0016 H CD5_0026
CDS_0015| | |CDS_0023 CDS_0027

MGV-GENOME-0346299 16354:22501(+)

RT_III-AM_III-B_2 (CDS_0021)
CDS_0020

EDON-D-HDHDD

MGV-GENOME 0338857 17354:24017(+)
CD5_.0019

IESDWDNDD

MGV-GENOME-0319045 16360:21406(+)

CDS_0020
cbs 0021 €DS 0024

EDDMD-DHDHDD

IMGVR_UViG_3300045988_057714|3300045988|Ga0495776_130262 17351:24027(+)

CDS 0020
CDS 0019 CDS_0026

EDMADHDI

MGV-GENOME-0337451 16360:22145(+)
holin (CQS_OOZ 1)

CDS_0020
CDS_0019 || CDS_ 0022  CDS_0026

|MGVR?UVIG?53OOO459887079880|33OOO45988 |Ga0495776_160372 16539:24794(+)

holin (CDS_0021)
CDS_0019
| | cps 0022

IESOM_ D

MGV-GENOME’O346813 16357:23917(+)
CDS_0019 CDS_0025

DM D)

IMGVR_UViG_S?EOOO4S988_087068|3300045988\Ga0495776_179279 16333:23662(+)
CDS_0019 CDS_0023

DM WD

MGV-GENOM E.-O344201 16363:22925(+)
CDS.0020 CDS_0027

DM DD

|MGVR?UVinS-3000459887079984|3SOOO45988 [Ga0495776_171908 17179:24380(+)
CDS_0021

DM MDD

MG\/-GENOME-O336866 17172:24288(+)
CDS_0020

IESOMN_ DM

|MGVR?UVinC3-3OOO459887077609|3300045988 |Ga0495776_180335 17179:24366(+)
CDS_0019 CDS_0025

DO D

MGV*GENOME70356422 16333:23432(+)

CDS_0020

DM DM

MG\/-GENOME.-4430854 16853:24060(+)
CDS_0019 CDS_0020

DM DM

IMGVR_UViG_33-00045988_081920|3300045988 |Ga0495776_164932 16321:23806(+)
CDS_0020 CDS_0021

EDOM._ DM

|MGVR?U\/in33.OOO459887084059|33OOO45988 |Ga0495776_186081 17160:24592(+)
CDS_0019 CDS_0020

DM Db

MGV-GENOME-0336938 16333:23743(+)
CDS_0022 CDS_0023

DM DM

MGV-GENOME-0353791 18146:25683(+)
CDS_0018 CDS_0019

SO MO

MGV-GENOME-0348731 1 1425:18907(+)
CDS_0022 CDS_0023

M-I DM

IMGVR_UViG_33-OOO45988_107964|3300045988 |Ga0495776_180520 18146:23774(+)

CDS_0022
‘| cps_0023

|

|MGVR?UVinSSOOO45;887090638|3300045988 |Ga0495776_166806 18144:27100(+)

CDS.0023  CDS 0025
‘[cps_0024]

MGV-GENOME-0331258 18146:26056(+)

CDS_0025
CDS_0022CDS_0026

|

|MGVR?UVIG?33.000459887092184|33OOO45988\6304957767155601 18148:24595(+)
CDS_0020

|

|MGVR?UVinS(;OOOZ‘?1337000305|3300029133\ Ga0168787_100025|5430-64313 17037:22938(+)

RT_III-AM_I1I-B_2 (CDS_0021)
CDS_ 0020

!

|MGVR?UVinS3OOO4.59887053772|3300045988 |Ga0495776_016475 17305:25200(+)

RT_III-AM_I1I-B_2 (CDS_0020)
CDS_0019 CDS_0021

é

|MGVR?UVI67395008:1797000372|3300008479\ Ga0114883_1000040[9440-66942 16360:25865(+)

RT_III-AM_III-B_2 (CDS_0020)
CDS_001

!4

L
MGV-GENOME-0329912 16358:24299(+)
CDS_0019

|

MGV-GENOME-0347845 16357:24740(+)
CDS_0019 CDS_0020

|

MGV*GENOME7-0354989 16333:24872(+)

CDS_0020
CDS_ 0019 | CDS_0021

|

MGV*GENOME*OSZSOZ-S 16354:24512(+)

RT_III-AM_III-B_2 (CDS_0020)
CDS_0019 CDS 0021

|

|MGVR7UVinS?EO45;88?Oé 1401[3300045988|Ga0495776_169767 16360:24477(+)

CDS_0019
| cDs.0020

|

uvig 507112 16360:25597(+)

CDS_0020
CDS_0019
| | cbs.0021

|

\MGVR?UVinS3OOO45;88,082927|3300045988\6304957767164503 16354:25164(+)

26
19 20 232425] 27 28

i

|MGVR?U\/i67330.00297847000326|3300029784\630243806,1000030\224-60608 17581:27926(+)

CDS_0023 CDS_0025
"€DS_0024

|

|MGVR_UViG_330-0029432_OOO421|3300029432\ Ga0243805_100021|239036-297917 17581:26423(+)

CDS_0023 CDS_0025
“|cps_0024]

i

IMGVR_UViG_330-0045988_075507|3300045988\GaO49577é_152827 17588:27009(+)
24 25 2627 28 29 33

i

|MGVR?U\/i67330.00295067000066|3300029506\(330244846,100087\29246-91829 17820:29806(+)
23 24 2526 27 30

i

vig 226466 17582:29993(+)
23 2425 26 27

i

Wvig 323142 17588:28611(+)
23 24 25 26 27

i

IMGVR_UViG_3300045988_061270|3300045988|Ga0495776_171842 17589:28288(+)
23 24 25 26 27

i

uvig_309723 175;7:27949(+)

CDS_0023 CDS 0025
CDS 0024 CDS 0026  CDS_0029

uvig 330963 1755-34:28403(+)
29
24 25 262728 30 3132 33 34

?

wvig 260566 17820:34993(+)
23 24 252627 28 29 30 31 34

i

uvig_102076 17550:3251é(+)

CDS_0024 CDS_0026
CDS_0023 | CDS_0025

i

|MGVR?UVinSSO-OOZ93827000592|3300029382\63024390171000033\39937799546 17581:27385(+)

CDS_0024 CDs_0026
CDS_0023 | CDS_0025

i

|MGVR?UVin330.00295227000198|3300029522\Ga024483571000029\49784-109584 17582:27393(+)

CDS_0024 CDS_0026
CDS_0023 | CDS_0025  CDS_0029

i

|MGVR?UViGjSO.OO459887096246|33OOO45988 |Ga0495776_156075 17580:27401(+)

CDS_0027 CDS_0029
CDS_0026 | CDS_0028

i

IMGVR_UViG_330.000830 1.000044(3300008301|Ga0114871_100043|69422-131601 19403:29166(+)

CDS_0023 CDS_0025
CDbs 0024  CDS_0026

i

IMGVR_UViG_330-0029008_OOOO22|3300029008 [Ga0169638.100195 17581:26999(+)

integrase (CDS_0024)
CDS_0026
CDS_0023 CDS_0025

i

|MGVR_UViG_330-0029710_OOOSOO|3300029710\ Ga0245233.100029|8130-67953 17574:26401(+)

CDS_0025
CDS_0023 | cDs_0026
Cbs_0024]

i

|MG\/R_U\/iG_330.0045988_053270|3300045988\630495776_169513 17588:26101(+)

CDS_0024 CDS_0026
€Dbs_0025cDs_ 0027

i

MGV*GENOME*O-333980 18582:27102(+)

CDS_0028
CDS_0026 j CDS_0029
cbs_0027]

i

MG\/-GENOME-O.333124 19394:27909(+)

CDS_0023 CDS_0025
CDS_0024

i@

IMGVR_UViG_330-0045988_072278|3300045988\Ga0495776_16939é 17582:26143(+)

CDS_0026
CDS_0024 L
CDS_0020  CDS_0025CDS_0027

i

IMGVR_UViG_330.0045988_067191|3300045988\630495776_168878 18582:27102(+)

26
23 24 2527

i

IMGVR_UViG_330-004S988_08629OI3300045988 |Ga0495776_188033 17581:26591(+)

25
23 24 [26 27

?

uvig 398562 17557:27693(+)

CDS_0023 CDS_0025
cbs_0024

i@

uvig 271565 17557:25880(+)
integrase (CDS_0024)

CDS_0026
CDS 0023  |CDS_0025

MGV-GENOME-O?342664 17587:27195(+)

i

CDS 0023  CDS 0025
Cbs 0024  cDS 0026

i

MG\/-GENOME-O?332510 17403:26935(+)

integrase (CDS_0024)CDS_0026
CDS_0023 CDS_002§

i

IMGVR_UViG_330.0023490_OOO243|3300023490\ Ga0257053_100146[13128-73563 17586:27427(+)

integrase (CDS_0024) QDS_0026
CDS_0023 CDS_0025

i

MGV-GENOM EfO-354010 17394:27683(+)

26
23 24 25[27

i

|MGVR?UVi67330-00448567000076|3300044856\Ga04557737000142 17587:27251(+)
23 24 2526 27 28 29

i

uvig 536515 17587:30303(+)

CDS_0024 CDS_0026
CDS_0023 | CDS_002

:

IMGVR_UViG_330-0045988_084193|3300045988 |Ga0495776_180156 17583:27466(+)

CDS_0023 CDS 0025
cbs_0024

|

|MGVR?UVinSSO-OO45988,070705|3300045988 [Ga0495776_163000 17583:25861(+)

integrase (CDS_0024)
CDS_0026
CDS_0023 CDS_0025

i

uvig 46446 1758(-):26773(+)

CDS_0023 CDS_0025
CDS_0024

i@

|MGVR?UVi67330-00294797000006|3SOOO29479\Ga02441377100298 17584:26224(+)

CDS 0024  CDS_0026
CDS 0023 | CDS 0025

i

|MGVR?UVin330.0007043,000Z17|33000O7043\ Ga0102536_100026(71471-131056 17587:27703(+)

CDS_0022 CDS_0024
DS_0023

im

MGV-GENOMTE-O323981 17587:25070(+)
CDS.0026

é

MGV-GENOME-0331872 19372:27225(+)
28 2425 26 27 28 29

i

IMGVR_UViG_330.0029360_OOO159|3300029360\ Ga0243814_1000650 17581:27964(+)

CDS 0023  CDS 0025
CDS_0024

|

IMGVR_UViG_330-0029360_000494|3300029360\Ga02438 14.1000650|2287-60365 17581:25620(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0030)
24 25 262728 29 31 323334 35

i#

uvig 517785 18580:38343(+)
23 24 252627 28 29

i

uvig 111742 175;1:28960(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0028)
RegX3 (VF0858) (CDS_0029)

31

23 24 252627 ‘ 30 |32

|

vig 381671 17578:32441(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0028)
RegX3 (VF0858) (CDS_0029)
23 24 252627 | 30 31

|

uvig_505204 1755-33:32435(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0028)
vancomycin resistance histidine kinase VanS (NFO33091.0) (CDS_0030)
integrase (CDS_0024) 31
23 2526 27 29 | 32

uvig 181239 17555:33856(+)

CDS_ 0024
CDS_0020 CDS_0025
CDS_0021 CDS_0026

i

|MGVR?UVinS30.0029518,000199|3300029518\Ga02447957100016\52368-112319 17582:27389(+)

CDS_0024
CD5_0025
CDS_0021| | CDS 0026

i

|MGVR?UVinSSO?)O45988,090775|33OOO45988\Ga04957767005493 17587:25211(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0029)
Lysine synthesis (VF0815) (CDS_0033)
lytic tail fiber protein (CDS_0032)
integrase (CDS_0024) RegX3 (VF0858) (CDS_0037)
23 252627 28 30 31 34 35 36| 38 3940 41 42

uvig 82052 17585:48050(4-)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0029)
RegX3 (VF0858) (CDS_0035)
integrase (CDS_0024) 32
23 252627 28 30 31 33 34 36 37 38 39 40

uvig 450517 1755 1:42909(+)
Lysine synthesis (VF0815) (CDS_0034)

csa3_I_II_II_IV_V_VI_2 (CDS_0028) lytictail fiber protein (CDS_0033)
Gabija_GajB_2 (CDS_0032) RegX3 (VF0858) (CDS_0039)
23 24 252627 |29 30 31 | | 3536 37 38| 40 4142 43 44

uvig 332693 17557:48092(+)

RegX3 (VF0858) (CDS_0026)
integrase (CDS_0024)
23 | 25 |

27 2829 30 31

i

uvig 180173 17589:31988(+)

RegX3 (VF0858) (CDS_0026)
integrase (CDS_0024)
23 23\ 27 2829 30 31

ix

uvig_174039 17555:31891(+)

RegX3 (VF0858) (CDS_0026)
23 2425 ] 27 2829 30 31

i

vig 1084 17584:32024(+)

RegX3 (VF0858) (CDS_0029)
26 27 28| 30 3132 33 34

3

uvig 154195 19359:33865(+)

RegX3 (VF0858) (CDS_0025)
24 26 27 28 29 30

|

- Ll
uvig 69784 18582:31274(+)

RegX3 (VF0858) (CDS_0024)
23] 25 2627 28 29

i%

3 _—
uvig 239613 17588:30440(+)

RegX3 (VF0858) (CDS_0024)
23 ] 25 2627 28 29

i%

- —
uvig 356998 17588:30375(+)

RegX3 (VF0858) (CDS_0027)
24
2021 [ 2526 | 28 2930 31 32

i%

ivig_3549 17558:51820(+)

RegX3 (VF0858) (CDS_0029)
23 24 252627 28 [ 30 31 32 33 34

i

wig 77187 17403:34637(+)

Lysine synthesis (VFO815) (CDS_0026)
RegX3 (VF0858) (CDS_0031)
23 24 25| 2728 29 30 32 33

iﬁ

IMGVR_UViG_3300029241_000086|3300029241/Ga0167490.100240 17582:33148(+)

integrase (CDS_0024)
2023 2526 27 2829 30 31

SAMEA27?37768,b1,Ct86,v52 18263:31624(+)
23 24 25 2627 28 29

vig_132525 18263:30123(+)

integrase (CDS_0023)
20
T22. 24 25 26 29

E%

uvig 311052 1243 1:26432(+)

22
T25 26 2728 29 30

IMGVR_U.ViG_3300029820_OOO301|3300029820\630245026_100299\417761582 19299:29186(+)
23 24 2526 27

IMGVR_UViG_3300014751_000084|3300014751/Ga0169793_100163(368-61126 18079:27978(+)
26 27 2829 30 31

IMGVR_U-ViG_3300029049_000255|3300029049\630169693_100115\265*61716 19402:29300(+)
24 25 26 27 28 29

IMG\/RIJ\/iGjSOOO 14824_000683|3300014824|Ga0134492_1000297|297-63081 19396:29314(+)

23
1920 [ 24 252627 2829 30

uvig_1218;6 17565:30309(+)
23 24 2526 27

IMGVR_UVIG_3300029124_000319|3300029124|Ga0169224_1000109|342-60977 17565:27718(+)
26 27 2829 30 31

IMGVR_U\7iG_3300029214_000247|3300029214\Ga0168682_100233\350761685 19378:29604(+)
24
25
21 22 23|26 27 28 29 30
uvig_124-226 17581:29882(+)
CDS_0023 CDS_ 0025
cbs_0074

| MGVR_U-ViG_SSOOOZ‘?S 16_000052|3300029816|Ga0244888_100355 18565:25388(+)

holin (CDS_0021)
CD5 0022 CDS 0024
CDbs_0023]

i

\MGVR_UViG_330004.5988_081968|3300045988\630495776_016575 16536:25803(+)

minor head protein (CDS_0013)
holin (CDS_0019)
CD$.0020 CDS_0022
cbs 0021

!

|MGVR?UVinS3000085517500017|3300008551\6301110587100358 14196:24885(+)

CDS_0019
CDS_0015 | RT_II-AM_III-B_2 (CDS_0020)

'i

-
MGV-GENOME-0319817 14186:24258(+)

vancomycin resistance response regulator transcription factor VanR-B (NFO00402.1) (CDS_0023)
HitABC (VF0268) (CDS_0034)
VirR/VirS (VF0791) (CDS_0024) 30
25 26 27 28 29 | 313233 35 3637 38 39

MEA
4‘

uvig_331445 1755-3 1:39687(+)

HitABC (VF0268) (CDS_0035)
31
23 24 2526 27 28 29 30 | 323334 36 37 38 39

;%

uvig_324936 175;2:39875(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035)
28 ‘ guanylate kinase (CDS_0037)
23 24 252627] 29 30 31 32 34 36 [38 | 4041 4243 44 45

; =
|

uvig_2356.393 18405:48982(+)

tyrosyl-tRNA synthetase (CDS_0035)
DNA methyltransferase (CDS_0041)
FbpA/Fbp68 (VF0595) (CDS_0037)
30 guanylate kinase (CDS_0039)
25 26 272829] 31 32 33 34 36 38 [40 | 4243 44 45

—
‘

uvig7255594 19299:49419(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VFO595) (CDS_0035)
28 guanylatekinase(CDS_0037) 42
23 24 252627] 29 30 31 32 34 | 36 [38 | 4041] 43 4445 46 47

—+
4{

uvig 139178 18405:50852(+)

tyrosyl-tRNA synthetase (CDS_0032)
DNA methyltransferase (CDS_0038)
FbpA/Fbp68 (VF0595) (CDS_0034]
27 guanylate kinase (CDS_0036) 41
22 23 242526] 28 29 30 31 ‘ 33 | 35 [37 | 39407 42 4344 45 46

uvig,244589 17563:50685(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035]
integrase (CDS_0024) 28 guanylate kinase (CDS_0037)
23 252627 29 30 31 32 ‘ 34 | 36 [38 | 404142 4344 45 46 49

uvig,4654.¥46 18405:50229(+)

AAA domain, putative AbiEii toxin, Type IV TA system (CDS_0041)
tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035)
28 guanylate kinase (CDS_0037)

43
23 24 252627] 29 30 31 32 ‘ 34 | 36 [38 | 40

42144 4546 47 48

!%

vig 55239 18405:52272(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035]
28 guanylate kinase (CDS_0037) 42

23 24 252627] 29 30 31 32 ‘ 34 | 36 [38 | 40417 4344 4546 47 48

uvig,568155 17565:50691(+)

tyrosyl-tRNA synthetase (CDS_0037)
DNA methyltransferase (CDS_0043)
FbpA/Fbpé8 (VF0595) (CDS_0039)
31 guanylate kinase (CDS_0041)
26 27 282930] 32 33 34 3536 38 | 40 [42 | 44 45 4647 48 49

uvig,1318;0 19378:50467(+)

tyrosyl-tRNA synthetase (CDS_0034)
DNA methyltransferase (CDS_0040)
FbpA/Fbp68 (VF0595) (CDS_0036)
28 guanylate kinase (CDS_0038)
23 24 252627] 29 30 31 3233 35 | 37 [39 | 41 42 4344 45 46

uvig_149232 18384:49102(+)

VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CDS_0044)
DNA methyltransferase (CDS_0039)
FbpA/Fbpé8 (VF0595) (CDS_0035)
tyrosyl-tRNA synthetase (CDS_0033) HitABC (VF0268) (CDS_0042)
27 guanylate kinase (CDS_0037)

22 23 242526] 28 29 30 3132 34 | 36 [38 | 40 41T43 ‘ 4546 47 48

4‘
|

uvig,233273 17486:51148(+)

tyrosyl-tRNA synthetase (CDS_0034)
DNA methyltransferase (CDS_0040)
FbpA/Fbpé8 (VF0595) (CDS_0036)
29 guanylate kinase (CDS_0038)
24 25 2627 28] 30 31 32 33 35 | 37 39 | 41 42 4344 45 46

uvig 107013 17728:508 14(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035)
28 guanylate kinase (CDS_0037)
23 24 252627] 29 30 31 32 34 | 36 [38 | 4041 4243 44 45

uvig_ 146648 175;0:49633(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035)
28 guanylate kinase (CDS_0037)
23 24 252627] 29 30 31 32 34 | 36 ]38 | 40 4142 43 44

i
.
4

uvig_26296 17565:49647(+)

tyrosyl-tRNA synthetase (CDS_0034)
DNA methyltransferase (CDS_0040)
FbpA/Fbpé8 (VF0595) (CDS_0036)
integrase (CDS_0025) 29 guanylate kinase (CDS_0038)
24 2627 28] 30 31 32 33 ‘ 35 | 37 [39 | 41 42 4344 45

uvig 87608 18385:50964(+)

tyrosyl-tRNA synthetase (CDS_0036)
DNA methyltransferase (CDS_0042)
FbpA/Fbpé8 (VF0595) (CDS_0038)
31 guanylate kinase (CDS_0040)
26 27 282930] 32 33 34 35 37 | 39 [41 | 4344 4546 47 48

g%

uvig_249718 193;4:51649(+)

tyrosyl-tRNA synthetase (CDS_0036)
DNA methyltransferase (CDS_0042)
FbpA/Fbp68 (VF0595) (CDS_0038)
integrase (CDS_0027) 31 guanylate kinase (CD5_0040)
26 2829 30| 32 33 34 35 37 39 [41 | 43 44 4546 47 48

2%

uvig_47680 1938;:52248&)

PBP2a family beta-lactam-resistant peptidoglycan transpeptidase (NFO00237.1) (CDS_0042)
tyrosyl-tRNA synthetase (CDS_0034)
DNA methyltransferase (CDS_0040)

FbpA/Fbp68 (VF0595) (CDS_0036]
29 guanylate kinase (CDS_0038)
24 25 262728] 30 31 32 33 35 | 37 [39 | 41 43 44 4546 4748 49 50

uvig 571028 17850:56491(+)

tyrosyl-tRNA synthetase (CDS_0033)
DNA methyltransferase (CDS_0039)
FbpA/Fbp68 (VF0595) (CDS_0035)  transposase (CDS_0044)
28 guanylate kinase (CDS_0037) 42
23 24 252627] 29 30 31 32 34 36 [38 | 4041[43| 45 464748 4950 51

_J I
uvig 243472 18565:53805(+)
27

22 23 242526] 28 29 30 31 3233 34 35

Wvig 287399 17584:38698(+)

integrase (CDS_0023) 27
22 2425 26| 28 29 30 3132 33 34

uvig,462532 17589:37771(+)

28
23 24 252627] 29 30 31 32 3334 35 36

uvig_252586 18405:39837(+)

31
26 27 282930] 32 33 34 35 3637 38 39

uvig_115235 19402:40190(+)

28
23 24 252627] 29 30 31 32 3334 35 36

uvig_3556.37 18387:39096(+)

30 tyrosyl-tRNA synthetase (CDS_0035)
25 26 272829] 31 32 33 34 | 3637 38

Uvig 248521 19302:41549(+)

28
23 24 252627] 29 30 31 32 3334 35

uvig,110567 18079:38799(+)

31
26 27 282930] 32 33 34 35363738 39 40

uvig_127252 19378:40895(+)

28
23 24 252627] 29 30 31 32 3334 35

uvig_248258 17575:38944(+)

27 DNA helicase (CDS_0032)
22 23 242526] 28 29 30 31 3334 35

i#

uvig71336-39 17583:40010(+)

30
25 26 272829] 31 32 35

uvig,589§81 19388:34098(+)

28
23 24 252627] 29

i

uvig 279355 17522:32529(+)

NshR/TsnR family 23S rRNA methyltransferase (NFO00477.1) (CDS_0030)
ABC-F type ribosomal protection protein OptTA (NFO00514.1) (CDS_0028) RegX3 (VF0858) (CDS_0038)
Lysine synthesis (VF0815) (CDS_0035] 40
3132 33 34 36 37 | 39 [41

23 24 252627 29

uvig_208060 17551:42789(+)

ABC-F type ribosomal protection protein OptrA (NFO00514.1) (CDS_0028)
RegX3 (VF0858) (CDS_0036)
Lysine synthesis (VF0815) (CDS_0033) 38
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