retron_type_VI_hth_cluster2_1 (CDS_0031)
endolysin (CDS_0023)

21 tRNA-Leu(TAG)
20 28 32 34
14 15 16 17 18 19 [22 | 24 2526 |27] 29 30/[33]35

| I |
MGV-GENOME-0316690: 10,312-27,175 (+)
endolysin (CDS_0023)
21

19 Jl2| 24 2526

Wvig. 107920; 10.312-26,588 (+)
endolysin (CDS_0023)
21
20
19 2| 24 2526 27 28

i
0=
I

SAMEA2579920_a1.Ct23493 vs1: 10,312.27,904 (1)
endolysin (CDS_0025)
23
23
21 JR4| 26 2728 32

[ - H EE—— s -
IMGVR_UViG_3300045988_113802|3300045988|Ga0495776_097315:10,356-25,831 (+)
endolysin (CDS_0023)
21

19 T2 | 24 25 262728 34

- - —— H N A
IMGVR_UViG_3300029583_000322|3300029583|Ga0245123_100532[2-52586: 10,311-27,544 (+)

endolysin (CDS_0023)
21

19 22| 24 25 2627

r - - 71— ;] 1] I8 — 1 ]
MGV-GENOME-0328025: 10,311-27,247 (+)
21
20
19 [[2223 24 25 27

SRS147425.a1.ct52382.vs1: 10,192.26,000 (+)
21
20
19 T[22endolysin (CDS_0023)

S A I NN 0 N
IMGVR_UViG_3300014556_000001|3300014556|Ga0134403_100207:9,621-24,871 (+)
endolysin (CDS_0024)
21 27
52 26
19 2023 | 25[28endolysin (CDS_0029)

. _ - .- 8 ] N S 0 N — -
uvig 377756:9,621-26,763 (+)
MTase_Il_00130 Type (CDS_0025)
Druantia_|l__DruM (CDS_0030)
endolysin (CDS_0023)

21 27
20 26
19 T[22 | 24 | 72829 31

rr——  ———— — —— r ———— — 1 — | — ——J§f — ]
uvig 55723:10,308-27,579 (+)

MTase_l1_00130 Type (CDS_0024)
Druantia_ll__DruM (CDS_0029)
endolysin (CDS_0023)
21 26
20 25
19 22 T2728 30

| I A N N B § B
IMGVR_UViG_3300045988_092699|3300045988|Ga0495776_177162:10,308-26,485 (+)
endolysin (CDS_0023)
21
20
19 T2 | 24 252627 31 3

[0

rr———————— — o —————— o ——— UL __]
IMGVR_UViG_3300045988_092371|3300045988|Ga0495776_155892:9,635-27,159 (+)
19 2021

I I A —— I N
IMGVR_UViG_3300045988_105692|3300045988|Ga0495776_098325:9,625-21,772 (+)
19 20 22

1 — S S—— — S i [ B E—
IMGVR_UViG_3300045988 086182|3300045988|Ga0495776_054203:9,640-21,478 (+)

20
19 21

1 — I S S S W
IMGVR_UViG_3300045988_092622|3300045988|Ga0495776_136284:10,312-21,459 (+)
19 20

1 — S N W
IMGVR_UViG_3300029099 _000007|3300029099|Ga0169186_100501:10,312-20,976 (+)
19 20

N —— S
IMGVR_UViG_3300045988_098510|3300045988|Ga0495776_132823:10,312-20,397 (+)
19 20

1 —— S E——  — N —
MGV-GENOME-0303903: 10,311-22,786 (+)

19

(Y — T - —— 1 & W]
IMGVR_UViG_2868558209_000002|2868558209|2868558217: 9,638-21,274 (+)
19

L L~ ———————————
MGV-GENOME-0284427:9,639-20,771 (+)
19 20 21

| N AN N L& _§1! 1]
MGV-GENOME-0307876:10,206-23,816 (+)

integrase (CDS_0027)
endolysin (CDS_0023)

21 | integrase (CDS_0026)
20 25
3 15 19 |22 2471 integrase (CDS_0028)

[y

I 1 A S B . —— — — 3 31 3]/ | ]
MGV-GENOME-0360205: 9,281-27,318 (+)
DNA invertase (CDS_0026)
endolysin (CDS_0023)
21 integrase (CDS_0027)
20 25
19 Jlk2 | 24

Tintegrase (CDS_0028)

I
|

i
=

- - —— - —— —
IMGVR_UViG_3300045988_108347|3300045988|Ga0495776_184266:9,688-27,318 (+)

endolysin (CDS_0023)

21
20 |integrase (CDS_0026)
19 [[22| 2425 27 28 34
be O ODED( DG C KD

- - o 1w N
IMGVR_UViG_3300045988_112084|3300045988|Ga0495776_163057: 10,216-28,583 (+)
endolysin (CDS_0023)

21

20
19 JR2 | 242526

L ————————————
MGV-GENOME-0307524: 10,419-26,721 (+)
Siderophore-dependent iron uptake system (VF0738) (CDS_0036)
ABC transporter (CDS_0029)
endolysin (CDS_0023) Sigma L (VF0855) (CDS_0043)
21 |integrase (CDS_0026) transposase (CDS_0034) Lap (VF0444) (CDS_0047)
2 28 transposase (CDS' 0035) 40 48
19 Jj22 | 2425 27] 30 31 32 33| | | 37 38 39 [4142| 4445 46 [49 50

|
41
g
s

-
uvig_104452:10,216-48,146 (+)

17 18 20
N . N N B i .
uvig 179087:9,233-20,316 (+)

1 23 4
[ & 1 "R J5 °’I1[ |
MGV-GENOME-0347124:1-8,251 (+)
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover unknown function defence (DefenseFinder) defence (PADLOC)
—

virulence (VFDB) tRNA
N I




