ATPase (CDS 0019)

IMG\/R U\/lG 3300045988 155730|3300045988\GaO495776 152042: 12 823-41,054 (+)

2324 25 26 27 28 29
[ B B [ 8 N | |
MGV-GENOME-0304505: 12,823-38,245 (+)
212223 24 RuvC-like Holliday junction resolvase (CDS_0025) 27 31
I [ g | e

GVR_UViG_3300045988 O96311I3300045988\GaO495776 055861:12,827-38,355 (+)

Sigma L (VF0855) (CDS_0028)
19 222324 25 26 27 | 29 30 31

R B B —
uvig 3715:12,646-40,949 (+)
232425

IR . B
MGV-GENOME-0261178:12,665-33,495 (+)
23 24

]
MGV-GENOME-4416081:12,570-34,331 (+)
232425

l__ 1 Ly ]|
MGV-GENOME-0273686: 12,823-34,206 (+)
2324 25

N B . B
MGV-GENOME-0268919: 12,655-34,904 (+)
2526 27

R . . —_—
MGV-GENOME-0273376: 12,954-33,878 (+)
25

I — ——
MGV-GENOME-0281360: 12,946-32,797 (+)

242526 27 28

IMGVR_UViG_3300008716_000235|3300008716|Ga0113874_100105|58422-99460: 12,822-35,875 (+)
25 26 27 28 29

I I E—— —
MGV-GENOME-0282941:12, 955 37,639 (+ )
252627 28 29 30

IMGVR_UViG_3300045988_133520|3300045988|Ga0495776_109840: 12,954-36,197 (+)
252627 28 29 30

N —— E—— - E——
SAMEA2737763_al_ct96466 VSl 12,946-39,328 (+)
22 2526 27

N
IMGVR UViG_3300000293 000051|33000OO293\EM308 1016981:12,930-35,064 (+)

2526

I E——
IMGVR UViG_3300045988 109739|3300045988\Ga0495776 027099:12,930-35,025 (+)
AriB_WP_153112628.1 (CDS_0026)
24 25 AriA_ WP_163211684.1 (CDS_0027)

I — —
MGV GENOME-0277299:12, 947 36,512 (+)

2526

MGV-GENOME-0269089: 12,952-34,920 (+)
26 27 28

I E——
SRS023914 _al _ct13491 vs01:13,277-30,135 (+)
25 26 27

IMGVR_UViG_3300045988_051209|3300045988|Ga0495776_071771:12,803-34,969 (+)
25 26

I ——
MGV-GENOME-0262043: 12, 803 33,637 (+)
22

I — E———
MGV-GENOME-0260751:12,907-33,420 (+)
2324 25 26

I — R—— . — S
IMGVR_UViG_3300029970_000023|3300029970|Ga0315745_100056/10201-51219: 12,830-35,855 (+)
2324 25

MGV-GENOME- 0266562 12, 736 34,448 (+)
24 2526 27

IMGVR_UViG_3300008496_000209|3300008496|Ga0115078_100039(77489-118565: 12,909-35,899 (+)

24 2526

(R
MGV-GENOME.0268189: 12,909 34,759 (+)
242526 27

— 1
MGV-GENOME-0322948: 12, 943 34 267 (+)
23 24

S E——
MGV-GENOME-0279296: 12 572 33491 (+)

I — ——
MGV-GENOME-0269971:12,572-32,429 (+)

nucleoside 2-deoxyribosyltransferase
23 24

IMGVR_UViG_3300014357_000002|3300014357|Ga0135352_100018: 12,645-35,052 (+)
22 23 24 25 26

N E— —
MGV-GENOME-0314599: 12, 573 37,883 (+)
2324 25

MGV-GENOME- 0265685 12, 570 34,291 (+)

2425 26 DNA primase/helicase (CDS_0027)

I — —
MGV-GENOME-0279484: 12, 570 36,967 (+)
2324 25

MGV-GENOME- 0265723 12, 570 34,297 (+)
2526 27 28 Adhesive fimbriae (VF0213) (CDS_0029)

IMGVR_UViG_ 3300045988 O41854|3300045988\(330495776 183903:12,950-35,757 (+)
2425 26 27 28

IMGVR_UVIG 3300045988 033754|3300045988\Ga0495776 172568:12,817-36,053 (+)
2627 28 29 30

[ S ' e T2 ———————
IMGVR_UVIG_3300045988, 048951/3300045988]Ga0495776, 169923: 12,814-37,920 (+)
27
25 26] 28 29 30

IMGVR_UViG_3300045988_053908|3300045988|Ga0495776_112607: 13,119-37,287 (+)
27
25 26 28

N B B —
IMGVR_UViG_3300045988_033809|3300045988|Ga0495776_177504: 13,131-34,953 (+)
27
25 26] 28 29 30

R . N —— I —
SAMEA2580156_al_ct40394 vs1: 12,906-37,503 (+)
25 26

I —— ——
MGV-GENOME-0322805: 12, 958 33,247 (+)
22 23 24 25 Gabija_GajB_2 (CDS_0026) 27

I — —
MGV-GENOME-0323414: 12, 976 43,083 (+)
2425 26 27 28 29

] ——
MGV-GENOME-0314507: 12.980-36,131 (1)
23 24 25

IMGVR_UVIiG_ 3300045988 111465|3300045988\Ga0495776 071882:12,569-35,032 (+)
23 24

MGV-GENOME- 0261661 12, 647 33,581 (+)
DNA helicase (CDS_0026)
23 24 25 27

IMGVR_UVIG_3300045988.071060]3300045988|Ga0495776_109807: 12,657-36,198 (+)
23 24 25

MGV-GENOME- 0269936 12, 644 85 094 (+)
2526 27

MGV-GENOME- O27108O 12, 814 34,711 (+)
2324 25

I . -
MGV-GENOME-0275695:12,676-34,894 (+)
25 26 27

IMGVR_UViG_3300045988_097587|3300045988|Ga0495776_029223:12,810-35,372 (+)
2324 25

MGV-GENOME- 0268379 12, 659 34,809 (+)
2324 25 26

I B . . -
IMGVR_UViG_3300029748_000017|3300029748|Ga0245205_1000657: 12,659-35,743 (+)
20 23 24

I
TMGVR_UVIG._ 3300045988, 069497 3300045988 |Ga0495776.111180: 12.661.34,738 (+)
MTase_|_00009 Type (CDS_0026) RM_ Type_|_S_01 (CDS_0029)
MTase_|_00010 Type (CDS_0027)
22 23 24 REase_|_00005 Type (CDS_0025) DNA helicase (CDS_0028)

I I B B

IMGVR_UVIG_3300045988.086283|3300045988]Ga04957 76, 178 520: 12.708-42.841 (+)
27

25 26| 28 29 30 31 32 33

R . A E—— _—
MGV-GENOME-0337185: 12,958-43,162 (+)
27
25 26] 28

e I —
MGV-GENOME-0272194:12,929-35,535 (+)

25 2627

MGV-GENOME. 0341687 12.932.33.868 (+)
27
25 26] 28 29 30

[ N I
SRS147653 a1 ct48452 vs1: 12.841-36,374 (+)
27
25 26] 28 29 30
N N I e
IMGVR [VIG, 3300045988_056190|3300045988|Ga0495776_172953: 12.929-37,826 (+)
27
25 26] 28 29 30

MGV-GENOME-0276660: 12,929-36,386 (+)
27
25 267 28 29 30

IMGVR_UViG_3300045988_051905|3300045988|Ga0495776_110290: 12,929-36,386 (+)
25 26 27

I — . —
MGV GENOME-0271879:12,929-33,478 (+)
23 24

MGV- GENOME 0283991:12,954-32,601 (+)
baseplate wedge subunit (CDS_0029)
27
25 2628 30 31 32 33

I — . —
MGV-GENOME-0339852:12,955-39,988 (+)

22 23 2526 27 28

30

GV-GENOME-0267882:12,816-34,708 (+)
24 25 26 272829

IMGVR_UViG_3300045988_059980|3300045988|Ga0495776_024923: 12,666-35,882 (+)
24 25 26 272829

MGV-GENOME- O274J062 12,666~ 35 882( )

30
28 29] 31 36

MGV-GENOME-0235812:12,953-27,771 (+)
25 26 27

N
o]

IR B . I E——
MGV-GENOME-0248538: 12,951-31,522 (+)
27
25 26| 28 29 30 31

I — E———
MGV-GENOME-0243381:12, 952 30 ,728 (+)
22 23 24 25 26 27 28

MGV-GENOME-0259574:12,951-33,915 (+)
24 25

MGV-GENOME-0231167: 12,734-28,584 (+)
24 25

MGV-GENOME-0234016: 12.949-29.132 (1)
23 24

I — —
MGV-GENOME-0268962: 12,553-30,009 (+)
26 27

I N
MG\/ GENOME-0288978:12,926-33,139 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0017)
14
T15 16 22 2324

N
v

o — 1 —————— 1]
MGV-GENOME-0248100: 10,840-31,454 (+)
16 22 23 24

MG\/ GENOME 0267559 10,803-34, 651( )

N
N

MGV GENOME 0325186 10,706-32, 287( )
2223 24

I N S ———
MGV-GENOME-0287984:10,667-34,477 (+
2324

MG\/ GENOME 0266533 10,806-34, 443( )
22

MGV-GENOME-0255034: 10,705-32,432 (+)
22

MG\/ GENOME 0251812:10,705-31,881 (+)
15 222324 25

IMGVR_UViG_3300029020_000171|3300029020|Ga0169702_100063[610-41117:10,799-35,344 (+)

222324

I S N S S B —
MGV.GENOME.0268955: 10.799-34.911 (+)
222324 25

I —— N —
MGV-GENOME-0251910:10,795-31,255 (+)
22 23 24

IMGVR_UVIG_3300045988_053816|3300045988|Ga0495776_029074: 10,800-35,315 (+)
16 17 2223 24

I A N SR . —
MGV-GENOME-0266803: 10,802-34,498 (+)
2223 24 25 26 27

IMGVR_UVIG_3300045988_059267|3300045988|Ga0495776_148108: 12,659-37,848 (+)
21 22 23 24 25 26

MGV-GENOME-4429572:12,830-37,968 (+)
22 2324 2526 27 28 29

I — —
MGV-GENOME-0309724: 12, 662 38 712 (+)
22 23 24 25

I — ———
MGV-GENOME-0278945: 12, 661 37,058 (+)
22 23 24 25

. ——— —
MGV-GENOME- 0315568 13 525-36,851 (+)
22 23 24 25 26 27

IMGVR_UViG_3300029770_000147|3300029770|Ga0168716_100662: 12,661-39,591 (+)
PDC-M64C_WP_110053925.1 (CDS_0025)
PDC-S05_WP_205197604.1 (CDS_0029)
2122 23 24| 262728 30 31 32 33 34

IMGVR_UViG_3300045988 083898|3300045988|Ga0495776_028540: 12,830-44,407 (+)
PDC-M64C_WP_110053925.1 (CDS_0025)
PDC-S05_WP_205197604.1 (CDS_0029)
2122 23 24| 262728 30 31 32

w
)
w
b

R R
MGV-GENOME-0308501: 12.830-44407 (1)
23 24 25 29 30

MGV-GENOME-0263313: 12,570-34,588 (+)
30,
24 25 26 27 2829 3132 3334

IMGVR _UViG_3300008547_000013|3300008547|Ga0111055_100445:12,736-37,735 (+)
RND-peri-MexE-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (CDS_0027)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (CDS_0026)
phosphofructokinase (CDS_0030)
29
22 23 24 25 gBeTf'ﬂux_ M_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (CDS_0031)

I B . - -
MGV-GENOME-0315257:12,629-43,429 (+)
nucleoside 2-deoxyribosyltransferase (CDS_0020)

27
19 22 25 26] 28

e . ]
MGV-GENOME-0268533: 10,824-24,203 (+)
22 25

N O N .  —
MGV-GENOME-0235285: 10,846-23,586 (+)
22 26 27

T N S
MGV-GENOME-0207797:10,849-24,379 (+)
22

I N E——
MGV-GENOME-0291689:10,824-28,878 (+)
22

1 e
MGV-GENOME-0323974:10,846-27,858 (+)
22 23

| —
MG\/ GENOME 0240183:10,852-30,090 (+)
10000 nt 1

DNA, RNA and nucleotide metabolism integration and excision other tail unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)
I —_—

tRNA

I




