PDC-M69A_WP_216276383.1 (CDS_0019)
internal virion protein (CDS_0008) capP (CDS_OOlé)T
9 10 11 12 13 14 15 | 1718 20212223

| —
uvig_253004: 7,308-30,766 (+)
14 15 1819 20

MGV-GENOME-0249318:7,331-30,245 (+)
holin (CDS_0016)
14 Mokosh_type_|_MkoA _D (CDS_0019)
7 12 13 15| 17 24

e
F/IG\/R_U\/]G_3300045 988_132375[3300045988|Ga0495776_159025: 6,931-33,768 (+)
12

e ———
uvig 295155:6,931-31,288 (+)

19
12 17 18 | 20
| | I S I
MGV-GENOME-0212213: 6,905-27,623 (+)
12
e S N SR ———

| 1 |
uvig 489302: 6,905-28,473 (+)
PDC-M69A WP_216276383.1 (CDS_0013)
12 T 19

IE——
ﬁGV-GENOM E-0220418:6,988-28,624 (+)
holin (CDS_0015)

13
tail spike protein (CDS_0012) T14 16 19
_— [ | | W[/ § ] -

N 1|
Vg, 162323 6,988-31.762 (+)
holin (CDS_0017)
15 PDC-M64C_WP_110053925.1 (CDS_0024)
12 13 14 [16| 18 20 2223

e B S S N —— .
IMGVR_UViG_3300029215_000225|3300029215|Ga0167476_100077|129221-168462: 6,918-32,540 (+)

holin (CDS_0015)
13
12 T14| 16

o —— — I — s E—
MGV-GENOME-0309666: 6,915-31,726 (+)

transfer-messenger RNA SsrA
holin (CDS_0016)
14
12 1315| 17 |18

]
IMGVR_UViG_3300045988_141807|3300045988|Ga0495776_148218:6,913-32,155 (+)

endolysin (CDS_0017)
holin (CDS_0016)

14
12 1315 18

I —— —————————;§————/ /" § 11
MGV-GENOME-0308579: 6,915-32,057 (+)

endolysin (CDS_0017)
holin (CDS_6016)

14
12 1315 18

e S N N S E— . R
IMGVR_UViG_3300045988_145966|3300045988|Ga0495776_148227:6,915-32,057 (+)

endolysin (CDS_0017)
holin (CDS_0016)
14 ?raﬁsposase (CDS_0018)
12 1d15] | T 19
1 ) O W /W0 g, T o WO Q08
MGV-GENOME-0311604:6,915-33,777 (+)
endolysin (CDS_0017)
holin (CDS_0016)

14
12 1315 18

IMGVR_UVIG.3300039377.000187|3300039377]GaO169242.00230] 10163-49376: 6,915-32,213 (+)
holin (CDS_0016)
14
12 13[15| 17 18 20

I —
IMGVR_UVIG. 3300045988_ 1186 13|3300045988| Ga0A95776_155056: 6,923 31935 (+)
14
12 13 15

——
ﬁG\/-GENOME-0273325: 6,923-31,143 (+)
12 13

e S S —— . .
IMGVR_UViG_3300045988_125947|3300045988|Ga0495776_086631:6,923-29,318 (+)

12

—
ﬁGV-GENOM E-0236214:6,923-27,029 (+)
12

I —— ———— ]
MGV-GENOME-0240543: 6,918-28,601 (+)

6 11

I R | - .
MGV-GENOME-0166577:6,350-17,345 (+)

—
ﬁGV-GENOME—0249223: 6,913-29,173 (+)

EEe——
§\M EA2579976_al ct37288_vs1:6,915-30,146 (+)

o — I — .
MGV-GENOME-0246612:6,938-29,713 (+)

holin (CDS_0016)
14 T clamp loader of DNA polymerase (CDS_0021)

12 1315| 17 181920 22

Wig 102847 6,913.37437 (1)
holin (CDS_0015)
13 clamp loader of DNA polymerase (CDS_0020)
12 T14] 16 171819 21 22

Wig 132073 6,916-38.866 (1)
holin (CDS_0016)
14 clamp loader of DNA polymerase (CDS_0021)

12 13[15| 17 181920 22 23 24 25 2627
Do O O AT HEEDDED- DK KM
L ——————— T~~~ S e ———————,————— L e R LR
Ma_2019_SRR413674_NODE_483_length_49893 cov_8.043661:6,923-42,358 (+)

structural protein with Ig domain (CDS_0013)
11 12 15

I |
ﬁGV-GENOME»O’BAl‘?‘?O:6,933-25,657 (+)
I 10000 nt {

DNA, RNA and nucleotide metabolism head and packaging integration and excision lysis tail unknown function defence (DefenseFinder) defence (PADLOC) tmRNA
— L]




