virion structural protein (CDS_0026)
tail fiber protein (CDS_0027)

tail fiber protein (CDS_0024) excisionase (CDS_0040)

baseplate protein (CDS_9022) endolysin (CDS_0036)

tail protein (CDS_0023) 38
baseplate wedge subunit 25 28 29 30 31 32 333435 37 139 41
e ———————————————— I — &} —— —— "' —";§§F ;N |
uvig_251273:15,752-27,567 (+)

virion structural protein (CDS_0027)
26 29 30 31 32 33 34 3536 37 38 39
—_— I - N S

T —
uvig 227708:15,738-28,351 (+)

AbiD__AbiD (CDS_0033)
29 30 31 34 35 36 37 38

e ——— —— ————— ;¢ ———§ ;0§
uvig 245074:15,674-28,845 (+)
30 32 33

S S W — N — I
Ma_2019_SRR413741 NODE_369_length_35793 cov_4.236443:16,849-25,317 (+)
toxin-antitoxin system HicB-like (CDS_0032)
integrase (CDS_0031)
25 26 27 28 29 30 33 34

!
;
|
!

MGV-GENOME-0274198: 15,742-25,056 (+)
toxin-antitoxin system HicB-like (CDS_0031)
integrase (CDS_0030)
28 29 32 33

%ﬂ

I N AN N — N [ S N D
IMGVR_UViG_3300045988_137797|3300045988|Ga0495776_025000: 15,742-24,904 (+)
toxin-antitoxin system HicB-like (CDS_0032)
integrase (CDS_0031)
28 29 30 33 34

|
1
‘

—— —— — -
IMGVR_UViG_3300045988_132528|3300045988|Ga0495776_024989: 15,742-25,056 (+)

toxin-antitoxin system HicB-like (CDS_0031)
integrase (CDS_0030)
28 29 32 33

ii

IMGVR_UViG_3300045988_158641|3300045988|Ga0495776 029219:15,742-24,375 (+)
28 2930 integrase (CDS_0031)

) E—— —
MGV-GENOME-0249087: 15,742-22,957 (+)

toxin-antitoxin system HicB-like (CDS_0029)

integrase (CDS_0028)
26 27 30 31

. —
MGV-GENOME-0265709: 15,742-23,212 (+)

DNA methyltransferase (CDS_0033)
28 29 30 31 32 34  integrase (CDS_0035)

uvig 235787:15,742-29,386 (+)

29

28 [30
D PEdd
MGV-GENOME-0253657:15,742-21,171 (+)

29

28 [30 31 32
I N N D B A —— - — -
MGV-GENOME-0261315:15,736-23,293 (+)

endolysin (CDS_0033) toxin-antitoxin system HicB-like (CDS_0040)

28 29 30 31 32 34 35 36 37 38 39 41 42

i

I I —
IMGVR_UViG_3300045988_146402|3300045988|Ga0495776_136355:15,742-30,803 (+)
metal-dependent hydrolase (CDS_0039)
translation initiation factor (CDS_0033) Serine protease (VF1055) (CDS_0040)
28 29 30 31 32 3435 36 37 38 | 41 integrase (CDS_0042)

I | —
Ma_2019 _SRR413561 NODE_184 length 49444 cov_32.955010: 15,735-33,591 (+)
Serine protease (VF1055) (CDS_0030)
28 29 31 integrase (CDS_0032)

e ——— S N S — ——
SAMNOO791906_al_ct60755 vs1:15,735-24,694 (+)
24 25 27 30 31 32 33 34

. - — I}
IMGVR_UViG_3300029359_000009|3300029359|Ga0243835_1000499: 15,745-24,462 (+)

integrase (CDS_0032)
30 31 33 34

. ———
IMGVR_UViG_3300029779_000010|3300029779|Ga0243834_1000456: 15,745-24,163 (+)

tail protein (CDS_0020) integrase (CDS_0032)
21 27 28 30 31 33 34

I S N D N B E S—
IMGVR_UViG_3300029436_000006|3300029436|Ga0243833_1000559: 14,964-24,041 (+)
endolysin (CDS_0037)

holin (CDS_0036) integrase (CDS_0041)
30 31 32 33 34 35 | 38 39 40 42 43

I I I N N SN S — I I L1 ]
uvig 441087 _:15,745-29,409 (+)
toxin-antitoxin system HicB-like (CDS_0042)
translation elongation factor (CDS_0039)
nosihep_NshR-NCBIFAM NshR family nosiheptide/thiostrepton resistance 235 rRNA methyltransferase (NFO00035.1) (CDS_0034)  toxin (CDS_0041)

28 29 30 31 32 33 35 36 37 38 40 T | 48 44

L ————————
uvig_463692:15,742-33,375 (+)

7000 nt i
head and packaging integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail unknown function defence (DefenseFinder) virulence (VFDB)
— I L]

AMR (AMRFinderPlus) tRNA
I E—




