retron_type_VI_hth_cluster2_1 (CDS_0023)
metallo-protease (CBS_OO21)
DNA polymerase (CDS_0020)
tail length tape measure protein (CDS_0011) endolysin (CDS_0017) capH (CDS_0022)

12 13 14 15 16 18 19 | [ T |24

I —— |
uvig_254279:7,226-21,902 (+)
endolysin (CDS_0017)
15 18

e e S S WA W— N—
IMGVR_UViG_3300045988_131605|3300045988|Ga0495776_052206:7,220-22,440 (+)
endolysin (CDS_0017) 18 23 24

| N R S I I I
IMGVR_UViG_3300035655_000220|3300035655|Ga0134475_000395[7983-36048: 7,220-20,927 (+)
endolysin (CDS_0017)
15 18 19 20

uvig 256783:7,214-24,278 (+)
17 18 19

MGV-GENOME-0203917:7,220-20,832 (+)
17 18 19

MGV-GENOME-0228606:7,220-21,885 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)
endolysin (CDS_0017)
tRNA-Thr(GGT) 19 20 25

e .
IMGVR_UViG_3300045988_096856|3300045988|Ga0495776_161122:7,220-24,963 (+)

endolysin (CDS_0017) 18 19

IMGVR_UViG_3300045988_086475|3300045988|Ga0495776_162833:7,220-22,623 (+)
MATE_multi_MepA-NCBIFAM multidrug efflux MATE transporter MepA (NFO00131.1) (CDS_0018)
CBASS__AG_E1_ThiF ThiF family (CDS_0019)
endolysin (CDS_0017) [ 20 21

R e | E— R S e S W
uvig_383378:7,220-23,525 (+)

vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)

endolysin (CDS_0017) 19 20 21 22 23 24 25 26 27 28 29
SRR, b/ S— — — Oy S S BN B 4 SN S8 S S S Sy

IMGVR_UViG_3300045988_159927|3300045988|Ga0495776_020564: 7,220-36,033 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)
endolysin (CDS_0017, 19 20 21 22 23 24 25 26 27 28 29 30 integrase (CDS_0031)

|
‘.
;
|

uvig 468285:7,220-37,954 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)
endolysin (CDS_00175 19 20 21 22 23 24 25

IMGVR_UViG_3300045988_158679|3300045988|Ga0495776_110773:7,220-31,887 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)
endolysin (CDS_0017 19 20 21 22 23 24 25 26 27 28 29 30 31 32

|
\.
+

uvig_148179:7,220-37,757 (+)

MGV-GENOME-0188152:7,220-18,733 (+)
0 15 16 17

=

GVR_UViG_3300045988_124187[3300045988|Ga0495776_179056:6,604-21,221 (+)
15

<

MGV-GENOME-0183261:6,610-17,629 (+)
15 endolysin (CDS_0017)

S S S R S
IMGVR_UViG_3300029382_000618|3300029382|Ga0243901_1000179|35-26195: 6,610-18,643 (+)

9 14 15 16

e
IMGVR_UViG_3300045988 139343|3300045988\Ga0495776 165101:6,017-18, 851( )
15 16

IMGVR_UViG_3300029374_000340|3300029374|Ga0243945_ 1(%93!97707 124230: 6,610-18,695 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018)
tRNA-His guanylyltransferase (CDS_0026)
metallo-phosphoesterase (CDS_0023)
nucleotidyltransferase (CDS_0024)
RNA ligase (CDS_0027) 30
endolysin (CDS_0017, 19 20 21 22 phosphoesterase (CDS_0025) 28 29[ 31

L B S e | NN | —— -
IMGVR_UViG_3300045988_154157|3300045988|Ga0495776_157112: 7,220-33,642 (+)
endolysin (CDS 0017)  Sigma L (VFO855) (CDS_0023)
18 1920 21 22 | 24 25 26 27 integrase (CDS_0028)

uvig 449278:7,220-30,976 (+)

DNA helicase (CDS_0023)

17 T19 20 21 22 2425 26 27 28

S S
MGV-GENOME-0299492:7,220-27,656 (+)
endolysin (CDS_0017) DNA helicase (CDS_0023)

1819 20 21 22 2425 26 27 28

e~~~ —————————— ] B L . & | | ;|
MGV-GENOME-0319092:7,220-28,281 (+)
vanY_BG-NCBIFAM VanY-B/VanY-G family D-Ala-D-Ala carboxypeptidase (NFO00473.1) (CDS_0018) 25 DNA helicase (CDS_0030)
endolysin (CDS_0017) 19 20 21 22 23 24 26 27 28 29 3132 33 34 35
I | BN 0 N S — LB B 1 | [ e & | |

———
SAMEA1906574 a1 _ct98155 vs1:7,220-36,714 (+)
15 16 18 19 2122 23

I S
MGV-GENOME-0205010: 10,030-21,037 (+)
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other tail unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)
N — I L]

tRNA
—




