31
21 UG4(CDS_0022) 23 2425 26integrase (CDS_0027) 28 29 30| 3233

MGV-GENOME-0258055: 17,089-23,584 (+)
20 capH (CDS_0025)

IMGVR_UViG_3300045988_142140|3300045988|Ga0495776_157931:15,687-23,918 (+)

endolysin (CDS_0027)
26 28 29 30 31

uvig_364059: 17,089-26,249 (+)
endolysin (CDS_0027)
26 28 29 30 31 32

uvig_98459:17,089-27, 359( )

endolysin (CDS_0027)
26 28 29 30 31 chaperonin groEL (CDS_0032)

|
|
#

S — N — L ]
uvig_200089:17,035-26,661 (+)

endolysin (CDS_0027)
26 28 29 3031 32

MGV-GENOME-0285699:17,090-28,840 (+)

endolysin (CDS_0028)
27 29 30 31 32 3334

uvig_565273:17,054-26,631 (+)
endolysin (CDS_0027)
26 28 29 30 capH (CDS_0031)

IMGVR_UViG_3300029747_000316|3300029747|Ga0245228_100105|35248-75903: 17,089-26,099 (+)
endolysin (CDS_0027)
26 28 29 30 31 32 3334 35

uvig_ 565454 17,088-28 069( )

ThsC2_00001 HIT (CDS_0034)
Sortase A (VF1048) (CDS_0035)

endolysin (CDS_0027) tRNA-His(GTG)
26 28 29 30 31 32 33 [T 36 capH (CDS_0037)
- PO @) DI DT R A FOMDD
U SN S S S e . e —— L I
vag_381857 17,089-32,298 (+)
endolysin (CDS_0027) acetyltransferase (CDS_0036)
26 28 29 30 31 32 33 34 35 37 38 39

uvig_193251:17,160-33,481 (+)

endolysin (CDS_0027) transcriptional regulator (CDS_0037)
26 28 29 30 31 32 33 capH (CDS_0034) 38

I
1
1
I
|

SAMNO00792090_al _ct140267_vs1: 17,089-30,436 (+)
endolysin (CDS_0027)
26 28 29 30 31

IMGVR_UViG_3300045988_144536|3300045988|Ga0495776 029477:17,089-25,954 (+)
endolysin (CDS_0028) QueE-like radical SAM domain (CDS_0031)
21 22 27 29 30 32 capH (CDS_0033)

|

\

|
/
+

uvig_148953:15,632-31,175 (+)
Mu Gam-like end protection (CDS_0037)
26 endolysin (CDS_0027) 30 3132 3536 38

MGV-GENOME-0300982: 18,921-25,926 (+)

endolysin (CDS_0026) 30 transcriptional regulator (CDS_0034)
25 27 28 29 [31 32 35 36

|
!
I
!
!
|

- E—
IMGVR_UViG_3300045988_145556|3300045988|Ga0495776_177269:16,699-25,448 (+)

endolysin (CDS_0027) 31
26 28 29 30 [32 33 34

IMGVR_UVIG. 3300045986, 146392| 3300045988 Ga0495776.127115: 17.089-26,005 (+)
31 retron_type_VI_hth_cluster2_1 (CDS_0038)
endolysin (CDS_0027) Pz DNA methyltransferase (CDS_0040)
26 2829 30 |[33 34 35 36 37 | 39 41

|
| |
i
|
|
I

&
IMGVR_UViG_3300045988_175343|3300045988|Ga0495776_148954:17,090-30,519 (+)

26 integrase (CDS_0027)

:

uvig_160199:17,088-23,354 (+)

6000 nt i
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other transcription regulation unknown function
— I

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




