holin (CDS_0024) 28
21 29
17 18 19 20[2223| 25 26 27|]3031

I N S
uvig 216100: 19,256-27,811 (+)

25 26 28
I I B N I e .
MGV-GENOME-0310620: 19,727-28,664 (+)
26
[27 28

I B D B -
IMGVR_UViG_3300029427_000264|3300029427|Ga0243889_1000016|205496-267503: 19,243-28,592 (+)
26
25727 28

o J . 1L ____B_L Ll ]

IMGVR_UVIG_3300023486_000217|3300023486|Ga0257044_10046|91394-150525: 19,216-28,276 (+)
2 27 33

I N A B BN BN AN N .

uvig 38982: 19,637-28 816 (+)

20 27 28

I B B
uvig_275865:19,815-28,791 (+)
19 20 24

I B B
uvig_117699:10,303-19,612 (+)
2728 29

I —— — S S .
IMGVR_UViG_3300029339_000006|3300029339|Ga0242823_1000584: 19,729-28,799 (+)

26
25] 27
I BN N NS e m .
MGV-GENOME-0330433: 19,345-27,944 (+)
26 27

I B I B Bl E .
IMGVR_UViG_3300045988_123277|3300045988|Ga0495776_007706:19,652-28,955 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0029)
24
T2526 27 28 30 31 32

I I BN N N S D B BN I B Bl EmEE.

uvig 149273:19,148-35,907 (+)

efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0029)
26 27 28 30 31 32

I B B
uvig_71830:19,632-36,278 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0033)
29 tRNA-Leu(TAG)
262728 30 31 32 34 35 36 | 37 38 integrase (CDS_0039)

I D D
uvig_83891:19,591-39,832 (+)
16 19 24 ABC transporter (CDS_0025)

I N S B S—— o N EEEREE.
IMGVR_UViG_3300008496_000211|3300008496|Ga0115078_100055[2-59925: 18,159-28,398 (+)
25 integrase (CDS_0026)

I S RS BN SN S EEEN
uvig_484421:18,682-28,716 (+)

25 26 27 integrase (CDS_0028)

L e e T —
uvig 85808: 18,313-29,968 (+)
17 18 23integrase (CDS_0024)

N I S
uvig_98340:18,010-27,192 (+)
24 integrase (CDS_0025)

1 "R T IR
uvig_188977:18,025-27,557 (+)

17 23integrase (CDS_0024)

— N _
uvig_98458:18,010-26,536 (+)
24 25 26

L J 1
uvig_34810: 18,169-30,060 (+)
efflux ABUW_0982-NCBIFAM chloramphenicol efflux transporter CxpE (NFO45801.1) (CDS_0030)
25
T26 27 28 29 31 32 33 34

NN R
uvig_74679:18,314-35453 (+)
27 integrase (CDS_0028)

MGV-GENOME-0249264: 1-3889 (+)
24 25 30

I R I BEEEEEEEE N .
IMGVR_UViG_3300023490_000010|3300023490|Ga0257053_100218: 18,046-28,109 (+)
32
22 262728 29 30 3133 34

I I S — E—
MGV-GENOME-0347076:19,255-31,841 (+)
LigA (VF1220) (CDS_0027)
26 28 29 30 31 36

-
uvig_321489: 19,299-34,100 (+)
LigA (VF1220) (CDS_0027)
25 26 28 29 35

I E—— . SN S S— -
uvig_330865:19,248-32,811 (+)

2627 28 29

I N E— . — . .
IMGVR_UViG_3300029387_000007|3300029387|Ga0243994_100404: 19,385-29,272 (+)
2627 28 29

. ! °__ '3 & |18 b | ]
IMGVR_UViG_3300029390_000006|3300029390|Ga0243991_1000269: 19,385-29,265 (+)
26 27 28

K TR IR
MGV-GENOME-0348612:19,386-29,193 (+)

26 27

| I _—
MGV-GENOME-0341475:20,052-28,843 (+)
phosphofructokinase (CDS_0025)
26 27

I B A BN D N ..
IMGVR_UVIG_3300045988_082827|3300045988|Ga0495776_055033: 19.417-28,372 (+)
25 26 27

I R N .. I .
IMGVR_UViG_3300029770_000298|3300029770|Ga0168716_100003|208793-268244: 18,816-28,087 (+)
phosphofructokinase (CDS_0025)

26 27
- ‘" & ;& |}’ 1]
MGV-GENOME-0332791: 19,417-28,372 (+)

25 26 27

[ TN W T INET]
IMGVR_UViG_3300045988_112226|3300045988|Ga0495776_187983:18,808-29,194 (+)
24 25 26

N S S N S
uvig 33317:19,192-29,429 (+)
24 25 26

I S S W
MGV-GENOME-0334428: 19,228-29,496 (+)
25 26 27

| S S L L 1IN 1 |
uvig_145386: 19,337-28,629 (+)
LigA (VF1220) (CDS_0025)

24 26 27

| S N S 3§ 1 & |10 }|]
uvig 240902: 18,931-31,406 (+)
LigA (VF1220) (CDS_0027)
25 26 28 29

[y " —§F "} "B [’} }]
uvig 253165:19,216-31,567 (+)
LigA (VF1220) (CDS_0027)
25 26 28 29

. -y " 5§ | & |"" /I8 |]
uvig 242315:18,917-31,678 (+)

LigA (VF1220) (CDS_0027)

26 28 29

I N . I & | RN |} |
uvig_289705: 19,398-32,299 (+)
phosphofructokinase (CDS_0029)
LigA (VF1220) (CDS_0027)
25 26 DNA polymerase (CDS_0028) 30 SR

I ——
uvig 310395:19,149-34,427 (+)
LigA (VF1220) (CDS_0026)
25 27 28 29 30

(I —
uvig_187415:18,759-33,301 (+)
LigA (VE1220) (CDS_0026)
25 27 28 29 30

L e o w—— I N S B BN N N .

ivig_44:19,385-33,610 (+)

LigA (VF1220) (CDS_0027) phosphofructokinase (CDS_0029)
26 DNA polymerase (CDS_0028) 30 31

I E— . E— — — 1 — & 1]
uvig 237154:19,570-36,776 (+)

LigA (VF1220) (CDS_0026)
25 27 28

I ——— E— I S S .
uvig_286844:19,223-31,733 (+)

LigA (VF1220) (CDS_0028) phosphofructokinase (CDS_0030)
26 27 DNA polymerase (CDS_0029) 31 32

|
I
|

—— - — —— 1 —— & 1T ]
uvig_571119:19,596-36,788 (+)

26 27 28

I N R L]
IMGVR_UViG_3300045988_080526|3300045988|Ga0495776_176817:19,398-28,987 (+)
ATPase (CDS_0028) phosphofructokinase (CDS_0031)
DNA polymerase (CDS_0030)
27 29 8288,

i1

I
uvig 284960:19,497-36,022 (+)
LigA (VF1220) (CDS_0025) phosphofructokinase (CDS_0027)
24 DNA polymerase (CDS_0026) 28 29

N I D BN EE——
uvig 258512:18,139-36,232 (+)
phosphofructokinase (CDS_0027)
DNA polymerase (CDS_0026)
25 28 29

— —
uvig_294744:23,396-33,005 (+)
25

I B BN § B —
IMGVR_UVIG_3300045988_083788|3300045988|Ga0495776_056662: 19,011-26 452 (+)
25

. R SN —
uvig_285418:19,290-26,959 (+)

26 27 28 29

| S I S —— | & &8 & [ |
uvig 493118:18,006-28,634 (+)
ATPase (CDS_0035) phosphofructokinase (CDS_0038)
LigA (VF1220) (CDS_0027) RegX3 (VF0858) (CDS_0031) DNA polymerase (CDS_0037)
26 28 29 30 32 33 34 36 39 40

|
I
|
i

I
uvig_216770:19,337-46,385 (+)
RegX3 (VF0858) (CDS_0027) ATPase (CDS_0031) phosphofructokinase (CDS_0034)
LigA (VF1220) (CDS_0025) DNA polymerase (CDS_0033)
24 26 28 29 30 32 35 36

|
|
%
i

I S S 1000 — — I B BN EE.
uvig 62357:19,300-44,979 (+)
ATPase (CDS_0040) phosphofructokinase (CDS_0043)
LigA (VF1220) (CDS_0027) 30 RegX3 (VF0858) (CDS_0036) T DNA polymerase (CDS_0042)
26 28 29]31 32 33 34 35 37 38 39 41 44 45

|
I
|
i

I — - I S I S S N — I B e FE.
uvig 453474:19,383-50,163 (+)
ATPase (CDS_0034) phosphofructokinase (CDS_0037)
LigA (VF1220) (CDS_0026) RegX3 (VF0858) (CDS_0030) DNA polymerase (CDS_0036)
25 27 28 29 31 32 33 35 38 39

|
|
|
i

— - — —— — 1T —— & I
uvig_258451:19,257-46,164 (+)

RegX3 (VF0858) (CDS_0030) ATPase (CDS_0034) phosphofructokinase (CDS_0037)

25 29 DNA polymerase (CDS_0036)
20 21 24 262728 31 32 33 35 38 39

iﬂ

I - | N — L8 & | I 0 I |
uvig_336554: 18,975-43,419 (+)
ATPase (CDS_0044) phosphofructokinase (CDS_0047)
LigA (VF1220) (CDS_0029) 32 35 DNA polymerase (CDS_0046)
28 30 31]33 34 [3637 38 39 40 41 42 43 45 48 49

I
|
iﬂ

I I . ' 4 3 [ | ] [ § & | 00 1}
uvig_130902: 24,076-50,295 (+)
ATPase (CDS_0040) phosphofructokinase (CDS_0043)
LigA (VF1220) (CDS_0026) 29 32 DNA polymerase (CDS_0042)
25 27 2830 31 [3334 35 36 37 38 39 41 44 45

|
|
|
i

I -
uvig_129316:18,847-49,420 (+)
PhoH-like phosphate starvation-inducible (CDS_0043)

endolysin (CDS_0038) ATPase (CDS_0045) phosphofructokinase (CDS_0048)
LigA (VF1220) (CDS_0026) 29 32 integrase (CDS_0036) DNA polymerase (CDS_0047)
25 27 28]30 31 [3334 35 37 39 40 41 42|44 46 49 50
uvig 180229:19,810-54,469 (+)
LigA (VF1220) (CDS_0028) 31 34
27 29 30[32 33 [35 36 37

e
uvig 327853: 19,252-35,653 (+)
LigA (VF1220) (CDS_0027) 30
26 28 2931 32 33 34 35

|
uvig_289089: 19,526-35,741 (+)
LigA (VF1220) (CDS_0027) 30 33 phosphofructokinase (CDS_0039)
25 26 28 29]31 32 [3435 36 37 38 40 41

[
uvig_253630: 19,337-40,837 (+)
LigA (VF1220) (CDS_0019) 16 13 PhoH-like phosphate starvation-inducible (CDS_0002)
20 18 17[15 14 [1211 10 9 6 5 4 3 1 111 110 109 108

©
~N

|
|
;

NN S E— —
uvig_431887:1-24,875 (-); 74,600-81,635 (-)

30 phosphofructokinase (CDS_0039)
LigA (VF1220) (CDS_0027) [31 34 DNA polymerase (CDS_0038)
26 28 29|[3233[3536 37 | 40 4

—— —— —— T — o TR T
uvig_145331:19,377-41,210 (+)

24 25 29 35

SN — E— - -
MGV-GENOME-0331977:23,155-30,037 (+)
29

——— L e ded L 1 ]
IMGVR_UViG_3300045988_105775|3300045988|Ga0495776_157408: 23,155-29,842 (+)
24 2627

I . BN El fEEE-.
IMGVR_UViG_3300045988 108269|3300045988|Ga0495776_187113:22,808-28,273 (+)
17
I NN NN NN NN E—
MGV-GENOME-0293842:7,217-13,554 (+)
integrase (CDS_0034)

32
T33 38
EEEE N BN B E AN N
uvig 153015 :27,871-33,297 (+)
26

EEEE .
uvig 332296:25,776-28,051 (+)
18 24

NN N NN BN NN D BN B E—_—
IMGVR_UVIiG_3300045988_077340|3300045988|Ga0495776_130264:18,577-26,123 (+)
26
25] 27282930 31 32

| I I N S

uvig_574066: 18,507-30,856 (+)
26

25] 27 282930 31 32

N S L s 1 | |

uvig 12278:23,530-31,930 (+)
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DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function virulence (VFDB)
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