holin (CDS_0019)
integrase (CDS_0021)
endolysin (CDS_0020)
| integrase (CDS_0022) 23 24 25 26 27

i,
I#.
|

|

|

IMGVR_UViG_2515154108_000001|2515154108|2515163177|14993-65085: 16,450-26,158 (+)
24 252627

IMGVR_UViG_2551306224_000008|2551306224|2551365932|21287-71005: 17,549-26,778 (+)

ABCF_Msr_all-NCBIFAM Msr family ABC-F type ribosomal protection protein (NFO00168.2) (CDS_0027)
endolysin (CDS_0019) macrolide_MefA-NCBIFAM macrolide efflux MFS transporter Mef(A) (NFO00245.1) (CDS_0026)
16 T endolysin (CDS_0020) 23 24 25 2829

H
‘
\

|

TemPhD_cluster_46767:16,239-30,611 (+)
ABCF_Msr_all-NCBIFAM Msr family ABC-F type ribosomal protection protein (NFO00168.2) (CDS_0026)
macrolide_MefA-NCBIFAM macrolide efflux MFS transporter Mef(A) (NFO00245.1) (CDS_0025)
22 23 24 \ 2728

|
TemPhD_cluster_58276:16,451-30,611 (+)
endolysin (CDS_0019)
14 tail protein (CDS_0015) | endolysin (CDS_0020) 23 24

I R S R
IMGVR_UViG_2619619225 000003|2619619225\2619680457|10688 58453:10,579-25,869 (+)
tail length tape measure protein

[ tail protein (CDS_0014) 15 20 212223
0/, B, Wy " S—"" S— g, S—, .
IMGVR_UViG_2657245584_000001|2657245584|2657315850|180023-230445: 11,107-26,839 (+)

22 24 27 28 29 DNA polymerase (CDS_0030)

SRS019170_a1_ct41590_vs01: 16,451-30, 093( )
23

w
PN
Iu

=

N
MGV-GENOME-0276680: 16,730-29,505 (+)
22 232425 26

IMGVR_UViG_2703718611_000001|2703718611|2703719093[39646-91932: 16,453-29,127 (+)
replication initiation protein (CDS_0027)
HEC-05_WP_156276309.1 (CDS_0024)
2526 | 2829

|
|
4
l

IMGVR_UViG_2521172714 000001(2521172714|2521194517(1283997-1337454: 16,854-28,029 (+)
ABCF_Msr_all-NCBIFAM Msr family ABC-F type ribosomal protection protein (NFO00168.2) (CDS_0029)
ANT_6-NCBIFAM aminoglycoside 6-nucleotidyltransferase (NF033084.2) (CDS_0024)
tRNA methyltransferase (CDS_0025) ‘ MTase_l1_00053 Type (CDS_0036)
23 | 26 2728 3031 35 37 38

N N N S— & 8§ ] —
MGV-GENOME-0312353:17,115-38,342 (+)
tet_protect M_W-NCBIFAM TetM/TetW/TetO/TetS family tetracycline resistance ribosomal protection protein (NF033148.1) (CDS_0024)
erm_G_235_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(G) (NFO45543.1) (CDS_0031)
capH (CDS_0025) ANT_9-NCBIFAM ANT(9) family aminoglycoside nucleotidyltransferase (NF012212.1) (CDS_0035)
Bunzi_BnzB(CDS 0029) |
28 tRNA methyltransferase (CDS_0033) 36 REase_ll_00086 Type (CDS_0041)

2223 2627 30 | 32 34 | T37 MTase_Il_00056 Type (CDS_0042)

|

!
:
14
|

TemPhD_cluster_46242:16,562-43,573 (+)
ABCF_VgaF-NCBIFAM ABC-F type ribosomal protection protein Vga(F) (NF045691.1) (CDS_0029)
amicyc_ac_ApmA-NCBIFAM aminocyclitol acetyltransferase ApmA (NFO00084.1) (CDS_0028)
hydrolase (CDS_0024)
integrase (CDS_0022)
21 26
20] |integrase (CDS_0023)  25] 27 3031

\
|
I
i
|
i
|
|
!
|

IMGVR_UViG_2928214140, OOOOO2|2928214140\2928214148|419 51138:11,679-36,144 (+ )
10000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcriptionregulation unknown function defence (DefenseFinder) defence (PADLOC)
N — I L]

AMR (AMRFinderPlus)
N




