CDS_0037
CDS_0031 CDS_0036 CDS_0042
CDS_0030 CDS_0035  CDS_0040
'CDS_0032 CDS_0034  CDS_0039 CDS_0043
CDS_0029[CDS_0033 | | | €DS_0038 CDS_0041

MGV-GENOME-0227664 19689:26356(+)
cysH_IV-B_1 (CDS_0036)

CDS_0037  endolysin (CDS_0042)
GOSN D- DN

I
MGV-GENOME-0223955 20366:27765(+)

CDS_0031
CD51063O CDS_0036 CDS_0037

i

MGV-GENOME-0296267 20504:27232(+)

endolysin (CDS_0026)
CDS_0032 CDS_0033

f

—
uvig_545985 19775:26234(+)

Mom-like DNA modification protein (CDS_0037)
CDS_0036
CDS_0034 |

uvig 104717 20511:26675(+)
CDS_0035 Mom-like DNA modification protein (CDS_0036)

MGV-GENOME-0280944 19656:25611(+)

Mom-like DNA modification protein (CDS_0037)
CDS.0036 |  CDS_0039

MGV-GENOME-0221408 20495:27340(+)

CDS_0036 CDS_0037

i

IMGVR _UViG_3300013426_000086|3300013426|Ga0116649_ 1000163 20675:26708(+)
CDS_0036 Mom-like DNA modification protein (CDS_0037)

i

IMGVR _UViG_3300045988 019531|3300045988|Ga0495776_078804 20495:27198(+)
CDS_0035 Mom-like DNA modification protein (CDS_0036)

E

IMGVR_UViG_3300045988_017821|3300045988|Ga0495776_189633 19776:26977(+)

CDS_0030
CDS 0026 | Mom-like DNA modification protein (CDS 0032)
CD5.0025  CDS.0031

IMGVR_UViG_3300045988_015428|3300045988|Ga0495776_035873 18974:24579(+)

CDS_0030
I CDS_0032
CDS_0031

IMGVR_UViG_3300045988_016452|3300045988|Ga0495776_077086 19100:24288(+)
CDS_0033

—
MGV-GENOME-0216020 19428:25708(+)

Mom-like DNA modification protein (CDS_0032)
toxin-antitoxin system HicB-like (CE_OO30)
CDS_0034
CDS_0029 |cps 0035

!%

IMGVR_UViG_3300045988_024973|3300045988|Ga0495776_189500 17674:24571(+)
CDS_0033  CDS_0037

i

IMGVR_UViG_3300045988_030339|3300045988|Ga0495776_155082 19567:27617(+)
CDS_0033

MGV-GENOME-0279304 19567:30056(+)
CDS_0033

IMGVR_UViG_3300045988_024232|3300045988|Ga0495776_160056 19567:26306(+)
CDS_0033

i

MGV-GENOME-0242591 19423:26709(+)
tyrosyl-tRNA synthetase (CDS_0033)

i

MGV-GENOME-0228658 19441:26814(+)

CDS 0034
CDS 0033

i

IMGVR_UViG_3300045988_029492|3300045988|Ga0495776_160980 19567:26909(+)
CDS_0033

i

IMGVR_UViG_3300045988_028739|3300045988|Ga0495776_159987 19438:26390(+)
CDS_0033

é

IMGVR_UViG_3300045988_016255|3300045988|Ga0495776_079421 19450:26698(+)

cysH_IV-B_1 (CDS_0037)
transposase (CDS_0033)

?

MGV-GENOME-0250691 19457:28334(+)
CDS_0032

E

IMGVR_UViG_3300045988_030478|3300045988|Ga0495776_146809 19324:27502(+)

replication initiation protein (CDS_0036)
integrase (CDS_0033)
34 35 37

IMGVR_UViG_3300045988_035264|3300045988|Ga0495776_157900 19567:30567(+)

RegX3 (VF0858) (CDS_0034)
30 31 32
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DnaC-like helicase loader (CDS_0035)
replisome organizer (CDS_0034)
33 36 37

IMGVR_UViG_3300045988_061138|3300045988|Ga0495776_147776 19442:31038(+)

DnaC-like helicase loader (CDS_0034)
CDS_0035
replisome organizer (CDS_0033) T CDS_0036

iﬁ

—
MGV-GENOME-0261532 19442:29702(+)

DnaC-like helicase loader (CDS_0040)
replisome organizer (CDS_0039)
33 34 3536 37 38 ‘ 41lintegrase (CDS_0042)
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exonuclease V (CDS_0033)
toxin (CDS_0030) CDS_0034 CDS_0035

E

IMGVR_UViG_3300045988_063842|3300045988|Ga0495776_101083 19567:29141(+)

transposase (CDS_0033)
CDS_ 0036
CDS_0032 CDS_0035

%

IMGVR_UViG_3300045988_013037|3300045988|Ga0495776_004326 19524:26068(+)

CDS_0028
CDS_.0027  CDS 0030

%

uvig 307311 15971:22430(+)

cysH_IV-B_1 (CDS_0035)
CDS_0034

i#

IMGVR_UViG_3300045988_021238|3300045988|Ga0495776_189100 19524:27268(+)
CDS_0033 cysH_IV-B_1 (CDS_0034)
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IMGVR_UViG_3300029720_000490[3300029720|Ga0245229_1000566|26665-59297 19456:27392(+)
HNH endonuclease (CDS_0033) ATPase (CDS_0034)

i

IMGVR_UViG_3300045988 059441|3300045988|Ga0495776_168221 19567:30346(+)
peptide deformylase (CDS_0033)

é

IMGVR_UViG_3300045988_050115|3300045988|Ga0495776_060968 19437:27374(+)

CDS_0035
CDS_0034
CDS_0033 | | CDS_0036

§

I
SRS144135_a1_ct680_vs02 19450:29438(+)

ABC transporter (CDS_0035)
aminotransferase (CDS_0033)
32 34 36 37 38

|
%

I
uvig_73469 19324:33976(+)
CDS_0032_toxin-antitoxin system HicB-like (CDS_0033)

—
uvig 566913 19226:25449(+)

CDS_0030 toxin-antitoxin system HicB-like (CDS_0031)

IMGVR_UViG_3300045988_014687|3300045988|Ga0495776_010991 19345:25539(+)
CDS_0030

.!

IMGVR_UViG_3300045988_011105|3300045988|Ga0495776_153182 19100:26778(+)

NimABCDEF family 5-nitroimidazole reductase (NFO00261.1) (CDS_0039)
RegX3 (VF0858) (CDS_0036)
33 34 kinase (CDS_0035) 37 38 40 41 42

gH

—
uvig 173335 19315:38139(+)

CDS.0033  CDS_0037
Ccbs 0034 | €DSs 0038

i

—
MGV-GENOME-0327374 18224:25190(+)

23S rRNA (guanine(748)-N(1))-methyltransferase ChrB (NFO00488.1) (CDS_0040)
Capsule (VF0361) (CDS_0035)
33 34 36 37 38 39 41 42 43 44
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uvig 237740 19582:39058(+)

CDS_0033 Sigma L (VF0855) (CDS_0034)

?

I
uvig 452418 19567:28632(+)

2-aminooxy adenylosuccinate synthetase (CDS_0033)
Sigma L (VF0855) (CDS_0034)

|

I —
IMGVR_UViG_3300029445_000448|3300029445|Ga0243741_1000223|29317-63810 19567:28934(+)

integrase (CDS_0033)

é

MGV-GENOME-0232710 19338:27712(+)
CDS_0032

é

IMGVR_UViG_3300045988 086651|3300045988|Ga0495776_061096 19567:27411(+)
HNH endonuclease (CDS_0033) CDS_0035

CDS_0034

?

MGV-GENOME-0236466 19441:29292(+)

CDS_0033
| cDs_0034

i

MGV-GENOME-0235843 19567:27285(+)

CDS_0037
CDS 0033 | CDS.0038

%

IMGVR_UViG_3300045988_046691|3300045988|Ga0495776_179967 19450:27298(+)

Sigma L (VF0855) (CDS_0032)
CDS_0030
CDS_0031

é

I — [
IMGVR_UViG_3300029795_000372|3300029795|Ga0243742_1000199/48305-80189 19226:26325(+)

CDS_0031
CDS.0030 CDS_0033
cDs 0032

50

N
MGV-GENOME-0216710 19226:25882(+)

phosphofructokinase (CDS_0037)
SigE (VF0295) (CDS_0041)
33 34 35 36 38 39 40 42

%
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—
uvig 401117 19441:35332(+)

integrase (CDS_0034)
CDS_0033

2%

MGV-GENOME-0242303 19441:27549(+)
CDS_0033

5

MGV-GENOME-0235785 19567:28912(+)

CDS_0034
CDS_0033 CDS_ 0035

IMGVR_UViG_3300045988_090141|3300045988|Ga0495776_184402 19438:27998(+)
CDS_0033CDS_0035

IMGVR_UViG_3300045988_074324|3300045988|Ga0495776_175151 19570:26689(+)

ATPase (CDS_0034)
HNH endonuclease (CDS_0033) CDS_0035

MGV-GENOME-0248298 19567:30892(+)

HNH endonuclease (CDS_0033) @sposase (CDS_0035)
ATPase (CDS_0034)

!

IMGVR_UViG_3300045988_076315|3300045988|Ga0495776_102834 19441:29844(+)
33 34 3536 37 38  Uzume_UzuA (CDS_0039)

I
uvig 66077 19450:33045(+)

integrase (CDS_0034) methyltransferase (CDS_0038) transcriptional regulator (CDS_0042)  clamp loader of DNA polymerase (CDS_0046)
35 36 37 39 40 41 T 43 44 45
EE@EP- HDED-TTEH— O DSOS — O — @ @i DD

uvig 83127 19441:44155(+)

Trehalose-recycling ABC transporter (VF0842) (CDS_0039)
Pyrimidine biosynthesis (VF0558) (CDS_0043)
35 phosphoribosyl transferase (CDS_0044)
3334] 36 3738 40 4142 | 45 46 47 48 52

uvig_189200 19321:38172(+)

serine racemase VanT catalytic subunit (NFO33131.1) (CDS_0039)
Dnd__DndA (CDS_0037)
33 34 35 36 38 40 41 42 43 44

#
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—
uvig 135105 19450:40242(+)
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