amidase (CDS_0033)  transcriptional regulator (CDS_0037)
31 40
28 2930 32 34 35 36 38 39 [41

%
%

— I S E——
IMGVR_UViG_2914923772_000006|2914923772|2914923778|31654-78206: 22,800-30,669 (+)

amidase (CDS_0033)
32 34

I I
IMGVR_UViG_3300006349_000140|3300006349|Ga0099714_100065[4273-51072:22,801-30,921 (+)
endolysin (CDS_0033)

32 34
EBLOEL B I HDD

oo [ ]
IMGVR_UViG_3300029325_000196|3300029325|Ga0242844_100406|8168-54031:22,802-29,983 (+)
endolysin (CDS_0032)
31 34 35 41 42 43

| R R N DN SN S S —
IMGVR_UViG_3300045988_020951|3300045988|Ga0495776_006689:22,896-31,782 (+)
endolysin (CDS_0033)
32 34

|

Ll | N
IMGVR_UViG_3300008722_000124|3300008722|Ga0113880_1000446: 22,835-30,967 (+)
30 32 33 34

5

EEEEE—— I ——
IMGVR_UViG_3300029097_000030|3300029097|Ga0169217_100242: 22,801-30,900 (+)

32 38
I R — I S E— —
MGV-GENOME-0300977:22,801-30,271 (+)

31 32 33

!

T I R [
IMGVR_UViG_3300045988_025012|3300045988|Ga0495776_015305: 22,465-30,218 (+)
amidase (CDS_0033)
32 34 40

i;

N N
IMGVR_UVIG_2897554076_000005|2897554076|2897554124|72572-119206: 22,801-30,360 (+)
343536 37

N N S I - (N N N N
IMGVR _UViG_3300006476_000013|3300006476|Ga0100233_100430:22,831-32,450 (+)
Arc-like repressor (CDS_0042)
capH (CDS_0041)
407 | 43

44 50

IMGVR _UViG_3300029785_000004|3300029785|Ga0243763_1000441:26,172-36,981 (+)
Arc-like repressor (CDS_0024)

tail protein RT_III-AM_III-B_2 (CDS_0026)
23 | 25 31 32

IS R S R E— I E— —
IMGVR_UViG_3300045988_023241|3300045988|Ga0495776_098196:18,478-30,287 (+)

26 31 32

%

—
MGV-GENOME-0297472: 18,478-30,287 (+)
25 30 31 32

— - [
IMGVR_UViG_3300045988_022870|3300045988|Ga0495776_185222:17,791-29,649 (+)
31 32 33

E

—— S E——
MGV-GENOME-0303033: 18,773-30,717 (+)

31 32

E

E— — T
MGV-GENOME-0298452:18,773-30,365 (+)

26 313233

§

—
MGV-GENOME-0298519: 18,475-30,348 (+)
endolysin (CDS_0032) 35
31 33 34| 36

%

—
MGV-GENOME-0304703: 18,574-32,215 (+)

endolysin (CDS_0032)
31 33 34

— ——————— W — ] - —
IMGVR_UViG_3300045988_024416|3300045988|Ga0495776_155095:18,574-31,624 (+)

endolysin (CDS_0032)
31 3334

I N R S - - I S E——
IMGVR_UViG_3300045988 _016887|3300045988|Ga0495776_136499:18,574-31,481 (+)

amidase (CDS_0032)
31 33 34 35

I SR S S B S BN EEE— N N S
IMGVR _UViG_3300029727_000191|3300029727|Ga0245198 100519|246-48138:18,574-32,018 (+)
endolysin (CDS_0032)
31 33
I —

. N R R — —
IMGVR_UViG_3300029405_000212|3300029405|Ga0243959_100120|76575-124217:18,773-32,444 (+)

endolysin (CDS_0032)
26 31 33 34

I N — I N S —_—— I
IMGVR_UViG_3300045988_034888|3300045988|Ga0495776_097420: 18,574-32,220 (+)
endolysin (CDS_0032)
31 33 34

EEEE— B
MGV-GENOME-0298778: 18,574-30,193 (+)
31 32 33

—— I S R — N N E— ——
IMGVR_UViG_3300045988 015919|3300045988|Ga0495776_132645:18,773-29,669 (+)

endolysin (CDS_0032)
31 33 34

E

I
MGV-GENOME-0303397: 18,574-32,388 (+)

endolysin (CDS_0031)
tail protein (CDS_0022) 30 32 LPS(VF0124)(CDS_0033)

— N —
IMGVR_UViG_3300029428_000262|3300029428|Ga0242788_100639|3504-50835: 17,996-32,747 (+)

endolysin (CDS_0032)
31 33

— EESEE— — I E——
MGV-GENOME-0301200: 18,565-30,943 (+)

endolysin (CDS_0032)
31 3334

gﬁ

C ] S E—— —
IMGVR_UViG_2814123278_000003|2814123278|2814191027:18,579-31,563 (+)

Michele_2A _hits_grouped (CDS_0035)
endolysin (CDS_0033)
32 34 36 37 FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0038)

— I I N I S —
IMGVR _UViG_3300014757_000039|3300014757|Ga0134375_100149:18,817-35,934 (+)
trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (CDS_0037)
mads_1 (CDS_0035)
DNA helicase (CDS.0034) Specificity_l_00140 Type (CDS_0040)
31 32 33 | 36 38 39 41

I—— T R R B e E— . S —— N E— —
IMGVR_UViG_3300014807_000243|3300014807|Ga013443%_1000164|1-53700: 18,576-37,822 (+)
3132 33 34 SspD_00001 SspD (CDS_0041)

—— S —— — . N E—— —
MGV-GENOME-4423379:18,625-32,793 (+)

endolysin (CDS_0032)
31 33

—— R
MGV-GENOME-4422624:18,682-31,597 (+)
31 32 34 36

MGV-GENOME-0295523: 18,386-30,826 (+)
31 32 33 34 35 36 37 38 39 40 41 42 43 44 45

| (A S [ S S S S S A E__— I L [ [} |
IMGVR_UViG_3300028579_000071|3300028579|Ga0308426_10156|55413-112832: 18,574-42,123 (+)
31 32 34 36  phosphoadenosine phosphosulfate reductase (CDS_0038)
= DD &) )L_DD
IMGVR_UViG_3300045988_011650/3300045988|Ga0495776_015267:18,475-31,246 (+)
31 32
oV —L_DBUbED- ¢ el PP

I - - —
IMGVR_UViG_3300008744_000003|3300008744|Ga0114025_1000428: 18,474-31,227 (+)
capH (CDS_0037)
25 31 32 33 34 36 | 38

IS TN S S N S E—
IMGVR_UViG_3300045988_017442|3300045988|Ga0495776_006705:18,571-30,646 (+)

endolysin (CDS_0032)
31 33 34 42

I
IMGVR_UViG_3300029129_000011|3300029129|Ga0168797_100465: 18,773-31,934 (+)

30 31 33 34
B o —__BDDUDDED-C K CIDEDD
IMGVR_UViG_3300045988 052514|3300045988|Ga0495776_014576:17,681-29,798 (+)
amidase (CDS_0032)
31 33 34
e DO CICHb_DD

_— I L |
IMGVR_UViG_3300045988_023255|3300045988|Ga0495776_054271:17,599-30,174 (+)
40 amidase (CDS_0041)

MGV-GENOME-0311188:26,688-35,013 (+)
26 32 amidase (CDS_0033)

I I
MGV-GENOME-0299634: 18,238-30,674 (+)
31 32 33 35 36

I N I —
MGV-GENOME-0298284: 22,488-31,215 (+)
33 34

I N S S —
IMGVR_UVIG_3300035647_000036|3300035647|Ga0134431_00497: 22,411-30,288 (+)
35 36 43

I I S I N S —
IMGVR_UViG_3300045988_058598|3300045988|Ga0495776_093282:22,981-32,039 (+)
35 36

z

| I
MGV-GENOME-0292784:22,374-32,039 (+)
endolysin (CDS_0031)
30 32 33 35

IS E— —
SAMEA2579916_al_ct31288_vs1:17,912-34,220 (+)
33

—— — N E— e S —— —
MGV-GENOME-0309966: 22,390-31,117 (+)

amidase (CDS_0033)
32 34 35 39

I
I
I
I

| I —
MGV-GENOME-0302417: 22,576-31,664 (+)
34

I N B S
MGV-GENOME-0293749:21,562-29,751 (+)
amidase (CDS_0033)
32 34 353637

. ! _J 1 ______1_ &8 1 ._____ & | | ]
IMGVR_UViG_3300029884_000069|3300029884|Ga0245328_100451:22,576-32,280 (+)
29 30 32 33

I . EE—
SRS147557_al_ct7460_vs1:17,749-27,110 (+)

amidase (CDS_0032)
31 33 34 35

- J 1 P BN S SN SE— NN SN S —
MGV-GENOME-0303258: 18,778-32,044 (+)
DNA repair protein (CDS_0033)
amidase (CDS_0032)
31 | 34 35

- I N .
IMGVR_UViG_3300045988_032721|3300045988|Ga0495776_147992:18,778-32,409 (+)

amidase (CDS_0031)
30 32 37

| —— — —
MGV-GENOME-0294739:17,706-27,664 (+)

ParB-like partition protein (CDS_0036)
amidase (CDS_0031) integrase (CDS_0038)
30 32 3334 35 37 39

[ — L] u
IMGVR_UViG_3300045988_060224|3300045988|Ga0495776_095432:17,706-35,158 (+)

Retron_VI_HTH (CDS_0033)MazEF_MazF (CDS_0037) 41
30 31 32 34 35 36 38 39  40] 42

4‘
4‘
=

— — - B EE— O  E— S | — S —
IMGVR_UViG_3300045988_058831|3300045988|Ga0495776_114421:17,705-37,176 (+)

Retron_VI_HTH (CDS_0033)MazEF_MazF (CDS_0037) 41
30 31 32 | 34 35 3 [38 39  40]

I I N B . DN B NN B EE—— S N S —
IMGVR_UViG_3300045988_065454|3300045988|Ga0495776_114250:17,705-36,998 (+)
Retron_VI_Hﬂ-i (CDS_0033)
endolysin (CDS_0031) MazEF__MazF (CDS_0037)

30 32 | 34 35 36 38 39 40

| | — - -
Rampelli_Norman_08 NODE_156_length 52250 _cov_33.360839:17,705-36,942 (+)
34 40

I T S S [ E—— —
IMGVR_UViG_3300045988_012085|3300045988|Ga0495776_137535:22,462-30,550 (+)
34

I I E—
MGV-GENOME-0294582: 22,462-30,265 (+)
34

I T W T S S — -
IMGVR_UViG_2597490299_000013|2597490299|2597545962(6559-52421:22,834-31,319 (+)
32 33 34 35

| . L _—
IMGVR_UViG_3300045988_041103|3300045988|Ga0495776_016004: 22,831-31,595 (+)
31 33

—— —— —
MGV-GENOME-0305463:22,788-29,391 (+)

38
32 33 Retron VI_HTH(CDS_0037) | 39

MGV-GENOME-0304482:23,736-31,858 (+)
endolysin (CDS_0033) 35 37

SAMN11893763_a1_ct2741:23,023-30,171 (+)

32 amidase (CDS_0033)

15

I R B I —
MGV-GENOME-0291235:21,940-30,297 (+)
UmuD-like protein (CDS_0036)

endolysin (CDS_0033) 37
Shkoporov_2019 SRR9161579_NODE 21 length 45573 cov_113.931104: 22,415-30,226 (+)
6 8

e B
MGV-GENOME-0174712:329-9,580 (+)

23

MGV-GENOME-0254387: 14,785-22,283 (+)
11

e —
- x -10598 (+
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endolysin (CDS_0009) 11

I S — T "]
MGV-GENOME-0172300:2,323-10,561 (+)

endolysin (CDS_0012)

MGV-GENOME-0202842: 3,957-13,505 (+)
endolysin (CDS_0012)

MGV-GENOME-0198368: 3,186-12,496 (+)

';

— — s —
MGV-GENOME-0178911:3,024-10,485 (+)

9000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function
— L]

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




