Cox-like excisionase a@repressor (CDS_0032)
transcriptional regulator (CDS_0031)

tail fiber assembly protein (CDS_0026) cell division inhibitor (CDS_0035)
baseplate protein (CDS_0029) DNA methyltransferase (CDS_0037)
tail protein (CDS_0024) CDS_0028 integrase (CDS_0030) CDS_0034
tail fiber protein (CDS_0025) CDS_0027 | CDs_0033[ cbs_0036 nicking at origin of replication (CDS_0001)

y

L KB DA A

TemPhD_cluster_26398 19422:2637(+)
tail fiber protein (CDS_0024) transcriptional regulator (CDS_0030)

D I KEHDL O—<CHOEH ) )

TemPhD_cluster_19561 19256:2616(+)

J

CDS_0025 transcriptional regulator (CDS_0030)

) I B, KOO (DA ) )

TemPhD_cluster_19551 19256:2616(+)

y

transcriptional regulator (CDS_0028)

D KOO DDA N )

TemPhD_cluster 44254 18926:2637(+)
tail fiber assembly protein (CDS_0024)

J

tail fiber protein (CDS_0023) transcriptional regulator (CDS_0029)

TemPhD_cluster_33799 19600:2637(+)

transcriptional regulator (CDS_0028)

D) D D KEHOL O<CHIEOETE)

TemPhD_cluster_52280 18469:30307(+)

CDS_0022 CDS_0023 transcriptional regulator (CDS_0030)

[ L ) I I, KOO O—CHEA 4 )

TemPhD_cluster_19555 18079:2616(+)

tail fiber protein (CDS_0022)
CDS_0023 transcriptional regulator (CDS_0028)

[ O KOO O—CHIE{ETT

TemPhD_cluster_44179 18456:29608(+)

DNA methyltransferase (CDS_0035)

CDS_0029 CDS_0034
TemPhD_cluster_26446 18754:2616(+)
transcriptional regulator (CDS_0030) transcriptional regulator (CDS_0005)
CDS_0033 Menshen_NsnA (CDS_0003)
CDS_0032 CDS_0002 CDS_0004
O KHOEDADEA ) H____ >d

TemPhD_cluster_28418 23099:4870(+)

CDS_0033
CDS_0032]
TemPhD_cluster_52337 23099:4870(+)
CDS_0030 CDS 0031 RNA-binding protein (CDS_0035) CDS_0002

N

O-OEEDEA . Tl <

TemPhD_cluster_63144_ 22875:4499(+)
CDS_0030 CDS_0031

TemPhD_cluster 44301 22875:4499(+)
CDS_0030 CDS_0035
TemPhD_cluster_30727 22872:4493(+)
CDS_0030 CDS_0031 CDS_0036 CDS_0002
TemPhD_cluster_11413 22276:3899(+)
CDS_0029 CDS_0030 CDS_0003

TemPhD_cluster_11415 22276:4957(+)

CDS_0030 CDS_0031

FE DA . Ja <

N

TemPhD_cluster_44037 22869:4499(+)
CDS_0030 CDS_0031

HO-BDE&—DEH N a -

N

TemPhD_cluster 44317 22875:4499(+)
CDS_0030 CDS_0031

4D

N

TemPhD_cluster_63439_ 21613:29031(+)
CDS_0030 CDS 0031 CDS_0035

KOG T

N

TemPhD_cluster_28403 22400:2631(+)

CDS_0032
CDS 0031/ CDS_0036
TemPhD_cluster_38107 22622:2616(+)
head maturation protease (CDS_0032) CDS_0033 gueuine tRNA-ribosyltransferase (CDS_0038)

N

KGHOEDE DA 0

TemPhD_cluster_28395 22377:2631(+)
CDS_0030 CDS_0031

~ KOEDEHDEID

IMGVR_UViG_3300011613.000032|3300011613|Ga0121016_100122[3007-31865 21610:28636(+)

N

CDS_0032 CDS_0033

FO-BDE&DETET LD )

N

TemPhD_cluster_23890 22438:2631(+)
CDS_0032 CDS_0033

U P D B B )

N

TemPhD_cluster_44126 22445:2637(+)

tail fiber assembly protein (CDS_0022)
tail fiber protein (CDS_0021) CDS_0026 CDS_0029

0 1 O — KK DT

IMGVR_UViG_3300034682_000422|3300034682|Ga0310128_000168(43737-72175 16294:28219(+)

CDS_0033

[ 0 L0 —E&-Cd PEETD

TemPhD_cluster_63740 20987:3788(+)

CDS_0034

[ 0 ) — & A PO

TemPhD_cluster_63509 21355:3757(+)
CDS_0023 CDS_0027

[ 0 O —CKETKAH DO

IMGVR_UViG_2835346460_000014|2835346460|2835346464|14762-44038 16461:28365(+)

tail fiber protein (CDS_0022) CDS_0027

[ 0 D —E&E- A _PE D

TemPhD_cluster_18621 16704:29310(+)
tail fiber assembly protein (CDS_0024) CDS_0028

[ 0 H O —E-CAH DD

MGV-GENOME-0210500 17136:28881(+)

tail fiber assembly protein (CDS_0023) CDS_OOS&
tail fiber protein (CDS_0022) CDS_0027 CDS_0032

| 0 T —O-CKAH OB

TemPhD_cluster_18622 16473:29107(+)
tail fiber protein (CDS_0024) CDS_0029

0 0 X DDA

IMGVR_UViG_3300009092_000440|3300009092|Ga0105250_10000044(57358-86861 18276:28027(+)

CDS_0023 CDS_0027 CDS_0029

oy O — — DD

IMGVR_UViG_2773857903_000002|2773857903|2773874116|1364556-1393531 18285:28705(+)
CDS_0027 CDS_0031 CDS_0032

[ 0 D D KA DA T

IMGVR_UViG_2859677112_000001|2859677112|2859677112|1145419-1176011 16569:29478(+)

CDS_0026

[ 0 ) I D B, 0 O I s

IMGVR_UViG_3300031370_000026|3300031370|Ga0302349_1000860 16312:28829(+)

CDS_0030
CDS_ 0029 | CDS 0031

I, X KHEDAPET

IMGVR_UViG_3300042922_001447|3300042922|Ga0456363_.0001634(7020-35571 21094:28332(+)

CDS_0028

o KHEDOTTD)

IMGVR_UViG_3300031418 _000078|3300031418|Ga0308166_1001174 20751:28698(+)
Copper exporter (VF0849) (CDS_0029)

tail fiber protein (CDS_0023) tail fiber assembly (CDS_0024) CDS_0028 CDS_0033
IMGVR_UViG_2029527005_000025|2029527005|ACOFG987_contig4d6306|2-31265 16482:31041(+)
CDS_0027

[ 0 ) I ETKEH XD

IMGVR_UViG_2029527006_000020|2029527006|ACOFG988_contig32283|6754-35761 16480:28785(+)

CDS_0028 CDS_0030

[ ) D N H -C—PDT

IMGVR_UViG_2878899656_000002|2878899656|2878899656|1320061-1349368 18292:28298(+)

FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0032)
tail fiber assembly protein (CDS_0025) 29 30 31 33 36

I O —@ - M T HKAODO L

uvig 370648 17306:35635(+)

CDS_0029

[ 0 T s U G O I B I,

IMGVR_UViG_3300029175_000051|3300029175|Ga0120257_100020[13319-43594 17306:29138(+)
CDS_0029 CDS_0030

[ 0 T —@K m FAODODLD

IMGVR_UViG_2711768169_000012|2711768169|2711798533|4015541-4047291 17308:31045(+)

CDS_ 0029

[ 0 L —O-CT-AOPDEITT

IMGVR_UViG_2630968720_000005|2630968720|2631016746|235777-265856 17301:29102(+)

CDS_0028 head maturation protease (CDS_0034)
CDS_0029 CDS_0030 CDS_0037

o D —&EH OB L O )

TemPhD_cluster_28360 17130:2616(+)

CDS_0030 CDS_0032
CDS_0029CDS_0031

D, X |CHED- @D

IMGVR_UViG_3300002854_000205|3300002854|pct2_10000091|180859-210117 20496:28120(+)

transcriptional regulator (CDS_0029)

o FHODOT

IMGVR_UViG_3300009944_000212|3300009944|Ga0133256_147240[123378-153633 21564:28848(+)

CDS_0029

[ 0 ) G- G-Do

TemPhD_cluster_28430 17301:28424(+)

head maturation protease (CDS_0032)
CDS_0028 CDS_0033

| 0 L GO XD

TemPhD_cluster_22942 17354:29480(+)

CDS_0001

| 0 DD —D-CEODD

TemPhD_cluster_63707 1:8060(-), 26903:29466(-)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)
CDS_0033 CDS 0034

[ 0 I —C=AD0C DD

IMGVR_UViG_3300045988_100787|3300045988|Ga0495776_119498 18073:30757(+)

Bacteriophage abortive infection AbiH_AbiH (CDS_0028) CDS_0029

| 0 L D—C-EGDLXC D

——
IMGVR_UViG_2548876865_000016|2548876865|2548986045|57341-88495 17208:29906(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)
CDS_0030

[ 0 I S SN ey G 0, 1 I

I
Ma_2019_SRR413733_NODE_734_length_32827_cov_8.398328 18073:31578(+)

CDS_0027

[ 0 ) I — -0 dH DD

TemPhD_cluster_52454 17752:29299(+)

cation efflux protein (CDS_0027)

[ 0 ) I X KL XD

IMGVR_UViG_2909172862_000004|2909172862|2909172862|4450258-4481927 18172:30581(+)

CDS_0028

| o ) KL XKHDD

TemPhD_cluster_19050 17535:29584(+)

CDS_0028

| 0 O iy KOHOL DD

TemPhD_cluster_33863 17752:29243(+)
CDS_0019 CDS_0027

[ L ) I —< KB XHED

TemPhD_cluster_19569 17845:29721(+)

CDS_0028

[ 0 VD < G-oho

TemPhD_cluster_22112_ 17479:28803(+)

CDS_0028 CDS 0030
CDS_0029

o ) L S W

IMGVR_UViG_3300036783_000019|3300036783|Ga0376656_0000394 17766:29485(+)

CDS_0028
CDS_0027]

[ 0 ) —EH-C-GPD

IMGVR_UViG_3300012283_000004|3300012283|Ga0122179_100193 16652:28282(+)

CDS_0001

| 0 ) D I, —EO—CAEDD

TemPhD_cluster 63671 1:8606(-), 27016:29642(-)

CDS_0027
[ L ) D D 1 = HHOPD
IMGVR_UVIG 3300048926 000066|3300048926|Ga0496123 0001539 18676:30600(+)

CDS_0027

[
[ ) ) D N D HHOPED
IMGVR _UViG_3300048925_000069|3300048925|Ga0496122 0001924 18676:30078(+)

CDS_0028

[ 0 D - E-Do

TemPhD_cluster_52552 17091:28280(+)

CDS_0027

| 0 D OO DD

TemPhD_cluster_63448_ 17285:29483(+)

CDS_0001

| 0 ) W, —0-CEAOL DD

TemPhD_cluster_63524 1:8252(-), 26643:30208(-)

CDS_0027

[ 0 D D G-CEPD

TemPhD_cluster_52486 17122:28301(+)

CDS_0027

[ 0 O N FOHDU X DD

IMGVR_UViG_2922305957_000006|2922305957|2922305996|51565-84216 17707:30220(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)
tail fiber protein (CDS_0022) CDS_0028

o D — H DO D

—
IMGVR_UViG_2876522725_000004|2876522725|2876522817|39198-72701 18504:32415(+)

tail collar fiber protein (CDS_0024) Bacteriophage abortive infection AbiH__AbiH (CDS_0030)
"] tail fiber protein (CDS_0025) CDS_0031

——
IMGVR_UViG_2526164632_000036|2526164632|2526181639|43369-76800 19482:32380(+)
Bacteriophage abortive infection AbiH__AbiH (CDS_0027) CDS_0028

[ 0 ) I I S 0, W G

—
IMGVR _UViG_2700989486_000017|2700989486|2701081313|15036-48480 19588:32488(+)
Bacteriophage abortive infection AbiH__AbiH (CDS_0027)

[ 0 ) I AP D

I
TemPhD_cluster_51866 19589:32178(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)
CDS_0028 CDS_0029 CDS_0030

[ 0 ) I —ECTT—D AL X DD

—
IMGVR_UViG_3300029671_000247|3300029671|Ga0245181_100002|322264-358719 19588:35499(+)

CDS_0027

| 0 ) O S, D, Y

SAMNO9781776_al_ct?5409_vs1 19588:31643(+)

CDS_0026 CDS_0031 CDS_0032

[ 0 0 -G DD

IMGVR_UViG_2876499329_000001|2876499329|2876499337|60132-91625 17573:30537(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029) cell division inhibitor (CDS_0035)
CDS 0033 |

[ 0 D —EE-EE DD D)

TemPhD_cluster_44055 17492:31218(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

[ 0 D —CHAPDC DDA

——
TemPhD_cluster 52135 18097:31737(+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)
baseplate protein (CDS_0028)
baseplate protein (CDS_0027) CDS_0030 CDS_0034 CDS 0035
I
IMGVR_UVIG_2667527608_000020|2667527608|2667547447(98279-131722 24610:33442(+)

baseplate protein (CDS_0028) CDS_0034 CDS_0035

B —<  DC-Ebo@Eph{imD

—
IMGVR_UViG_2695420643_000026|2695420643|2695459418|93581-127025 24611:33443(+)

CDS_0033
CDS 0034
CDS_0028 CDS 0032 | | €DS 0035

OEETD——C  -AOPDE-bh D)

IMGVR_UViG_2938192669_000004|2938192669|2938192674|12744-47405 24564:34449(+)

CDS_0030 CDS_ 0034
CDS_002% CDS_0031CDS_0033

I O O R, ) B

IMGVR_UViG_3300048924_000074|3300048924|Ga0496121 0002047 23428:31700(+)

MG_301/GAPDH (VF0887) (CDS_0027)  CDS_ 0031
CDS_0030

X X KGODE{T

IMGVR_UViG_2588254092_000001|2588254092|2588306853|270288-302020 23016:31513(+)

transcriptional regulator (CDS_0030)
tail fiber protein (CDS_0022) CDS_0027 CDS 0028 | CDS_0031

0 D GOETK HOPEA 0l

TemPhD_cluster_30706 18564:2598(+)

TciB-like inhibition of cell division or resistance to colicin (CDS_0037)
tellurite resistance (CDS_0036)

DNA ligase (CDS_0031)
CDS_0034
CDS_0033
tail fiber protein (CDS_0025) CDS_0032 \ CDS_0038

5 ) &G0

TemPhD_cluster_43583 21227:31575(+)

DNA ligase (CDS_0030)

5 O X S D v B

IMGVR_UViG_2609460202_000002|2609460202|2609543734|459610-492444 21261:29950(+)

transcriptional regulator (CDS_0030)

5 O —C DD

TemPhD_cluster_62550 21308:31213(+)

CDS_0029 CDS_0032

0 K KB D

IMGVR_UViG_2847723785_000002|2847723785|2847723785|1573293-1607598 24261:32710(+)

Cox-like excisionase and repressor (CDS_0030)

0 X KGHBOD{EPD

IMGVR_UVIG_3300023252 000183|3300023252|Ga0213820_1000007|313842-345210 23217:29545(+)
CDS 0029 CDS_0031 CDS_0036

I, KGO0 D

TemPhD_cluster_43838 22790:30551(+)

CDS_0031 CDS_0035 CDS_0038
IMGVR_UViG_3300031419 000580|3300031419|Ga0308167_1000151]18432-52902 25333:31962(+)
cold shock protein (CDS_0029)

CDS_0031
CDS_0025 CDS_0030 CDS_0035 CDS_0038

D D D HEEEK G BED-E)

IMGVR_UViG_2937724678_000003|2937724678|2937724692|1913694-1948477 19563:31730(+)

cold shock protein (CDS_0028)
CDS_0030
CDS_0029

D HEOE - 1AL DO

IMGVR_UViG_2906532766_000002|2906532766|2906532767|435430-470220 19563:31737(+)

cold shock protein (CDS_0028) RcsAB (VF0571) (CDS_0032)
29 30 31 33

D HEOE —DOH}E— ¢ @ 1@ PO

IMGVR_UViG_2859352081_000002|2859352081|2859352081|2267895-2305762 19572:34585(+)

CDS_0035
CDS_0036CDS_ 0039  CDS 0042
CDS_0034 | CDS_0037 [CDS_0041

D! X

IMGVR_UViG_2636416160_000019|2636416160|2636610552|826-31351 22171:29510(+)

transcriptional regulator (CDS_0033)

CDS_0029 CDS_0037
CDS_0030 CDS_0036 |
D H X KHOPODA_XH_DED

IMGVR_UViG_2671180713_000009|2671180713|2671266157|216-34148 22890:32929(+)

transcriptional regulator (CDS_0032)
CDS_0029 ‘| cDs_0034 RNA-binding protein (CDS_0038)

o H X KD HEBPED

IMGVR_UViG_2657244976_000003|2657244976|2657253054|48228-78679 22288:30092(+)

CDS_0030

I, X ]GEb-C H POEED

IMGVR_UViG_2724679363_000008|2724679363|2724727528|39598-70385 22807:30428(+)

CDS_0032
| cDs.0034

o X KHEDDOUEPEDED

IMGVR_UViG_2663763366_000003|2663763366|2663852688|66682-97867 23435:30683(+)

transcriptional regulator (CDS_0029)

o <GB PEDED

TemPhD_cluster_52387 22447:30317(+)

DNA ligase (CDS_0031)
CDS_0034
CDS_0033 CDS 0036
ShosTA__ShosA (CDS_0029) CDS_0035 CDS_0041

o C__ T KHOPOH-EPDOEDD

I
IMGVR_UViG_2627854081_000001|2627854081|2627913298|301912-334742 23042:32829(+)

CDS_0033
CDS_0032 CDS_0035
CDS_0034

DD L KGOPDEDEAEDD

TemPhD_cluster_52065 23042:32072(+)

CDS_0031

o CHEODOOPED

TemPhD_cluster_63304_ 21572:29707(+)

sigma 54 modulation protein/ribosomal protein S30EA (CDS_0028)
transcriptional regulator (CDS_0031)
34
3233 [35

o

IMGVR_UViG_2671180868 000008|2671180868|2671288466|104773-135891 21910:30608(+)

tail fiber assembly protein (CDS_0024) transcriptional regulator (CDS_0031)
tail fiber protein (CDS_0023) CDS_0028  CDS_0030

5 O CKEEEHOPLOUPED

IMGVR_UVIG_2695420846_000010|2695420846|2695489240|36044-66469 18525:29027(+)

CDS_0037
transcriptional regulator (CDS_0030) CDS_0036]

IMGVR_UViG_2706794632_000009|2706794632|2706817075|89084-120044 22842:30959(+)
} 7000 nt i
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