endolysin (CDS_0015)
holin tail completion or Neck1 protein (CDS_0018)
| 14 16 17 19 20 21

w—

IMGVR UVIG 2568526499 OOOOO3|2568526499\2568574856|813355 851668:10,801-20,169 (+)

I —— E— —
SAMNO5826604 a1l ct7349 vs1:11,487-16,821 (+)

21 tail fiber protein (CDS_0016)

I
uvig_7618:12,281-22,260 (-)
19 24 25

I —— e ——
TemPhD_cluster_33521:11,824-21,594 (+)

20 tail fiber protein (CDS_0025) 26

I B S
TemPhD_cluster_62971 :11,475-20,684 (+)
tail fiber protein (CDS_0025) 26

e N E—
IMGVR UVIG 2636415732 OOOOOS|2636415732\2636454915|86038 118872:11,449-20,548 (+)

tail fiber protein (CDS_0025) 26
e I

TemPhD cluster 62671_:11,499- 20823( )

21 26 27
T R, -, T—; S TS B B T TS ——mss
TemPhD_cluster_62440:13,715-23011 (+)

19

N S
uvig_298963:11,277-20,494 (+)
20 tail fiber protein (CDS_0025) 26

I E— E— —
IMGVR_UViG_2639762837_000002|2639762837|2639800320|152670-189098: 12,217-22,102 (+)

19 24 25

TemPhD_cluster_43676:11,382-20,985 (+)
19

e —————]
TemPhD_cluster_51708: 11,382-20,937 (+)
19

S R R ——
TemPhD_cluster_51711:11,382-20,936 (+)

21 tail spike protein (CDS_0026) 27

. —
uvig 163576:13,469-22,221 (+)

——— — X _————— ———
IMGVR_UViG_2574180387_000002|2574180387|2574236295|332324-367403: 11,180-20,729 (+)
19 24 25

il

e I —
IMGVR_UViG_2537561874_000005|2537561874|2537605170|136713-170600: 11,860-20,932 (+)

20 25 26 27

I ——
TemPhD_cluster_62322:11,796-21,678 (+)
holin (CDS_0015) 20 25 26

| N
TemPhD_cluster_51791:11,894-21,662 (+)
PDC-531_WP_151888418.1 (CDS_0019) 24 25

E

— ——
IMGVR_UViG_2724679171_000007|2724679171|2724714371|26080-61565:11,223-21,666 (+)

18

TemPhD_cluster_62833_:10,108-21,354 (+)

19
I P I
TemPhD_cluster_62125:11,459-22,661 (+)
20 tail fiber protein (CDS_0025) 26

I Y
TemPhD_cluster_20652:12,302-20,681 (+)

20 tail fiber protein (CDS_0025) 26

I R
TemPhD_cluster_37830_:11,452-20,771 (+)
19 tail fiber protein (CDS_0024)

TemPhD_cluster_37821 :11,294-21,042 (+)
transposase (CDS_0023) 24 29 30

E

— E—
IMGVR_UViG_2925502475_000008|2925502475|2925502475|5354612-5393853: 15,054-25,851 (+)

21

S E—
TemPhD_cluster_3374:13,144-23,101 (+)
22 28

I B N R
IMGVR_UViG_2663762877_000002|2663762877|2663789247|1126447-1163850: 13,144-23,106 (+)
22 baseplate protein (CDS_0025) 30

L W | __________________§N_ ;NN ________________]}
TemPhD_cluster_3370: 13,144-24,422 (+)

22 24

E

IMGVR_UViG_2609459963_000007|2609459963|2609510415|26718-64116:13,144-24 422 (+)
22 27 28

E

TemPhD_cluster_3344: 13,144-23,101 (+)
22 28

TemPhD_cluster_3307: 13,144-23,101 (+)
22 23

I S E— | ——
IMGVR_UViG_2609459879_000003|2609459879|2609506016|26885-64284: 13,144-23,102 (+)

22 23

I E— | E— E—
TemPhD_cluster_28151:13,144-23,102 (+)
22 26 27

—————— ——§» .1  —§ " ————— "]
IMGVR_UViG_2671180370_000002|2671180370|2671218040|1128241-1165639: 13,144-23,101 (+)
19 20

—rr——— — — —— — | ]
TemPhD_cluster_51580:11,452-21,135 (+)

19 20 25 26

TemPhD_cluster_62791 :11,235-20,590 (+)
Gao_Ape_ ApeA (CDS_0019) 24 25

I
IMGVR_UViG_2775507075_000001|2775507075|2775537715|647522-682363: 11,235-20,889 (+)
Gao_Ape__ApeA (CDS_0019)

I S S E——
TemPhD_cluster_51742:11,235-22,200 (+)

21
PSR EES ST s R T TS —_—"aam_i g
TemPhD_cluster_51519:11,952-23,978 (+)
20

uvig_394230: 11,968-23,550 (+)
21 tail fiber protein (CDS_0026)

IS EE——
IMGVR_UViG_3300011730_000016|3300011730|Ga0122090_100005|113264-148595:12,073-23,670 (+)

PDC-559_WP_173620398.1 (CDS_0020)

I — | E—
TemPhD_cluster_43790:11,728-22,683 (+)

19 tail fiber protein (CDS_0024) 25 tail collar fiber protein (CDS_0026)
I S 1 N S S |

TemPhD_cluster_62712_:11,119-21,957 (+)
PDC-S59_ WP_173620398.1 (CDS_0019) 20

TemPhD_cluster_51498:10,802-23,061 (+)
PDC-S59_WP_173620398.1 (CDS_0018) 19 23 24

TemPhD_cluster_44023:10,137-21,248 (+)
PDC-S59_WP_173620398.1 (CDS_0020) 21

I R
TemPhD_cluster_43791:11,728-22,683 (+)
baseplate assembly protein (CDS_0022)

Paasia

PDC-S31_WP_151888418.1(CDS_0021) 26 27

I, o R S o T Ny Wy o —

TemPhD_cluster_37648_:11,967-24,216 (+)

baseplate assembly protein (CDS_0022)
PDC-531_WP_151888418.1 (CDS_0021)

I, o S S o Ty N oy WA

I ——
TemPhD_cluster_30479:11,967-24,212 (+)

PDC-531_WP_151888418.1 (CDS_0019)
20

I — e E  —
TemPhD_cluster_51615:11,136-22,494 (+)

tail fiber protein (CDS_0026) 27

w

- ——————— ————— ———————y——— |
|MGVR UVIG 2896807372 000006|2896807372\2896807372|4817444 -4852363:12,511-23,264 (+)
21 22

I N
TemPhD_cluster_17306:12,511-23,265 (+)

--.--_-—>D—D-_

. —  E—
TemPhD cluster 17304:12,511-23, 265( )

baseplate assembly protein (CDS_0021)
Thoeris_|_ThsA_new_grand (CDS_0020) tail fiber protein (CDS_0025) 26

I E——  E——
TemPhD_cluster_62836_:11,182-22,641 (+)

Thoeris_|_ThsA_new_grand (CDS_0018)
19

!
|
?

IMGVR_UViG_2925520569_000001|2925520569|2925520569|1188782-1223126:11,442-21,688 (+)
19 20

I B . E—
TemPhD_cluster_51320: 12,602-23,601 (+)
20 baseplate assembly protein (CDS_0021) 25 26 28 head closure (CDS_0029)

I R I A S
TemPhD_cluster_62744 _:11,654-22,718 (+)

18 tail protein (CDS_0022)

I — S
Ma_2019_SRR1778450_NODE 64 length_33017_cov_17.398884:10,136-20,875 (+)
19

I E— | E—
TemPhD_cluster_33733:11,485-21,292 (+)
20

E

IMGVR_UViG_2588254055_000008|2588254055/2588302663|27813-64018: 13,230-22,770 (+)
20 21

TemPhD_cluster_62807_:11,182-21,499 (+)
PDC-559_WP_173620398.1 (CDS_0018) 19

I .
TemPhD_cluster_52256:10,135-21,092 (+)
20 tail fiber protein (CDS_0025) 26

TemPhD_cluster_62695_:11,452-22,041 (+)
20 Rz-like spanin (CDS_0021)

TemPhD_cluster_30570:11,182-17,247 (+)
13 18

I — | E—
TemPhD_cluster_62366:12,489-22,601 (+)
18

E
!

TemPhD_cluster_62702_:13,022-21,363 (+)
18

& ——~§ —— — —— —— — [}
TemPhD_cluster_30574:11,967-21,585 (+)

19 20 tail fiber protein (CDS_0025) 26

e e e —
IMGVR_UViG_2684623138_000001|2684623138|2684693227|1196428-1234164:13,147-22,642 (+)
19 20 25

|
TemPhD_cluster_33492:13,144-23,234 (+)
19 24 25 26

S R —— R —
TemPhD_cluster_62850_:11,951-21,416 (+)

17 18

IMGVR_UViG_2660238252_000005|2660238252|2660285827|191858-225142: 10,834-19,348 (+)
tail completion or Neck1 protein (CDS_0017)
18

E

TemPhD_cluster_52244:10,834-20,659 (+)
Rz-like spanin (CDS_0018)

e —
TemPhD_cluster_22095_:11,048-15,634 (+)
18 tail fiber protein (CDS_0023) 24

) R —
TemPhD_cluster_43884:11,966-21,036 (+)

Gao_Ape_ ApeA (CDS_0018)

E

TemPhD_cluster_37769_:11,328-22,028 (+)
4000 nt i
connector integration and excision lysis tail unknown function defence (DefenseFinder) defence (PADLOC)
— L]




