PtuB1_00041 Unknown (CDS_0023)
tail collar fiber protein (CDS_0021)
16 17 18 19 20 PtuA1_00009 AAA (CDS_0022) 24 25 26 27 28

e S e — [ S —
IMGVR_UViG_2850196504_000006|2850196504|2850196547|260290-297498:13,772-27,941 (+)

HEC-04_ WP_075381894.1 (CDS_0022)

— 0 ——  ———————————————— ———— ————— —
IMGVR_UViG_2854307081_000004|2854307081|2854307133|118799-157577:15,952-30,094 (+)
PtuA1_00019 AAA (CDS_0021) PtuB1 00039 Unknown (CDS_0022)

e

IMGVR_UViG_2850186833 000007|2850186833]2850186916|241872-279559: 13,518-28,118 (+)
Menshen__NsnA (CDS_0023)
22 24

E

IMGVR_UViG_2854351940_000001|2854351940/2854351940|52566-90119: 14,399-28,959 (+)

tail terminator (CDS_0013)
14 18

S ——
TemPhD_cluster_51592:11,927-23,555 (+)

Paris_|__AriA_AAA15__AriA_AAA15_ali (CDS_0022)
18 19 23

%

—— —— ———— ——— —— W) — S —— S —
IMGVR_UViG_2808606811_000003|2808606811|2808653074|176490-213926: 13,958-28,601 (+)

21 PDC-559_ WP_173620398.1 (CDS_0024)

IMGVR_UViG_3300013736_000013|3300013736|Ga0122755_100018|30898-69097: 15,791-29,041 (+)
25

IMGVR_UViG_2791355394_000002|2791355394(2791395207|68146-106694: 15,689-30,177 (+)

21
e — N S
TemPhD_cluster_33392:14,319-30,219 (+)
baseplate spike FS_GIY_YIG_GIY_YIG (CDS_0021)

TemPhD_cluster_28211:15,152-28,278 (+)

N
N

TemPhD_cluster_43405: 16,401-29,853 (+)

N
N

—
TemPhD_cluster_62400: 14,501-28,620 (+)
dCTPase (CDS_0022)

TemPhD_cluster_62412:15,034-28,590 (+)
Ds-8__DS-8 (CDS_0022)

TemPhD_cluster_50848: 15,674-30,874 (+)
22

TemPhD_cluster_30419: 14,500-29,736 (+)
Drt4_00004 (CDS_0022)

TemPhD_cluster_62067:16,394-29,890 (+)
DS-37_DS-37 (CDS_0022)

TemPhD_cluster_30432: 16,364-29,628 (+)

N
N

TemPhD_cluster_37465_:15,711-29,771 (+)
Avs_V__Avs5A (CDS_0022)

TemPhD_cluster_43220: 16,484-30,844 (+)

N
w

TemPhD_cluster_37444 :16,369-29,898 (+)
Gabija__GajA (CDS_0022)

TemPhD_cluster_51244:15,029-28,855 (+)

N
N

Y ] ——
IMGVR_UViG_3300011164_000021|3300011164|Ga0122310_100038[42198-81080: 16,400-30,509 (+)
DS-22_DS-22 (CDS_0024)

TemPhD_cluster_37468_:16,685-29,782 (+)
AbiU (CDS_0022)

IMGVR_UViG_2900968391_000002|2900968391|2900968391|1519062-1557090: 16,177-29,658 (+)

N
[AS

IMGVR_UViG_3300011653_000016|3300011653|Ga0120819_100029[16219-53636: 15,606-28,899 (+)
24

TemPhD_cluster_50798:17,284-31,024 (+)
HEC-04_WP_075381894.1 (CDS_0025)

S SN
TemPhD_cluster_43434:16,131-29,678 (+)

Protein of unknown function (Retron_VII_2_ DUF3800) (CDS_0022)

IMGVR_UViG_2609459919_000002|2609459919|2609508370|150517-187652: 16,215-28,863 (+)
23

————————— —————— —— ]
IMGVR_UViG_2713897157_000004|2713897157|2713947252|6564-46316:17,102-31,380 (+)
AbiU (CDS_0024)

IMGVR_UViG_3300012177_000100|3300012177|Ga0153943_1000048|7968-45280: 16,676-30,186 (+)
24

Y — ———— ] — —
IMGVR_UViG_2916627578_000001(2916627578|2916627583|6-37458: 17,569-29,986 (+)

N
w

IMGVR_UVIG_2537561907_000003|2537561907|2537607775|279705-319133: 18,183-30,910 (+)
Retron_|_ C_RT 1 C1(CDS 0022)

I S e E—
IMGVR_UViG_2880021599_000006|2880021599|2880021599|1980239-2019340: 15,919-30,077 (+)

23

— Y — .y —————— ]
IMGVR_UViG_2695420345_000001(2695420345|2695422761|3243874-3281432: 16,363-29,188 (+)
PD-T7-1_ WP_205975857.1 (CDS_0025)

IMGVR_UViG_2872434452_000003|2872434452|2872434452|3850483-3889087: 18,652-31,809 (-)
PD-T7-1_ WP_205975857.1 (CDS_0023)

TemPhD_cluster_28136: 17,082-30,239 (+)
23 PD-T7-1 WP_205975857.1 (CDS_0024)

e e — [ [ ——
IMGVR_UViG_2896789908_000004|2896789908|2896789908|3183400-3223164: 17,083-31,395 (+)

PD-T7-1_ WP_205975857.1 (CDS_0025)
transposase (CDS_0026)

i
\

IMGVR_UViG_2681813152_000001|2681813152|2681858534|157223-197962: 18,147-32,370 (+)
HEC-03B (CDS_0022) 23

IMGVR_UViG_3300010270_000366|3300010270/Ga0129306_1000909|2-32945: 16,481-30,156 (+)
21 DS-27_DS-27 (CDS_0022)

. | N S
TemPhD_cluster_62057:15,481-29,931 (+)

Rst_TIR-NLR_TIR (CDS_0022) 23

TemPhD_cluster_37302_: 16,483-30,799 (+)
Menshen_NsnA (CDS_0022) 23

TemPhD_cluster_10104: 16,356-30,705 (+)
Paris_I_AriA_AAA15__AriA_AAA15_ali (CDS 0021) 22

TemPhD_cluster_51217:14,541-28,599 (+)

N
(X}
N}
i

TemPhD_cluster_43221:16,220-30,799 (+)

N
w
N
N

TemPhD_cluster_51118:16,219-29,904 (+)

N
-
N
N

. ——
IMGVR_UVIG_2576861316_000002|2576861316|2576882668|44522-82690: 14,539-29,375 (+)

23 PDC-531 WP_063883643.1 (CDS_0024)

—
IMGVR_UViG_3300042255_000022|3300042255|Ga0451645_00156: 16,615-29,927 (+)
22 23

e ———————— |
IMGVR_UViG_2687453226_000003|2687453226|2687453685|3299263-3338600: 15,477-30,965 (+)
23 24

[ — —
IMGVR_UViG_2588254061_000004|2588254061|2588302800|254703-294007: 18,181-30,934 (+)
22

N
w

. S I I W e —
IMGVR_UViG_2880015946_000001|2880015946|2880015946|103710-141881: 15,942-29,225 (+)

23 VCA0308 (CDS_0024)

IMGVR_UViG_3300014513_000020|3300014513|Ga0169742_10096|41135-79460: 15,474-29,804 (+)
mREase_|V_00002 Type (CDS_0024)

N
w

IMGVR_UViG_2925486002_000001|2925486002|2925486002|3761652-3800529: 16,248-30,274 (+)
19 23 PDC-S06 WP_156124124.1 (CDS_0024)

— S [ —
IMGVR_UViG_2788500179_000001|2788500179|2788545118|2996139-3034552: 15,458-30,040 (+)

22 PDC-S06_WP_156124124.1 (CDS_0023)

TemPhD_cluster_51084:15,459-30,042 (+)

24 25 26
L e e r——————— | - I N (S
TemPhD_cluster_50871: 16,131-30,807 (+)

12 11 10

SAMNO0991546_al _ct26640_vs1:5,979-20,654 (-)
AbiGi (CDS_0025)

N
EN
N
o

|
3
|
‘
]

TemPhD_cluster_61946: 16,381-30,366 (+)
Rst_3HP__Hp3 (CDS_0022) Rst_3HP__Hp1 (CDS_0024)
Rst_3HP__Hp2 (CDS_0023)

IMGVR_UViG_2834054130_000002|2834054130|2834054134|173426-211699: 14,770-29,664 (+)
Dazbog__DzbA (CDS_0023)
24

N
N

r— ]
IMGVR_UViG_2609460191_000002|2609460191|2609541850|109733-148141: 15,692-29,886 (+)
PtuB1_00025 Unknown (CDS_0023)

22 PtuA1_00015 AAA (CDS_0024)

SAMNO5827234 al ct1142 vs1:15,989-29,939 (+)
transposase (CDS_0023)
21 22 bifunctional heptose 7-phosphate kinase/heptose 1-phosphate adenyltransferase (CDS_0024)

L —— . —————————————————— . —— Y . o] I N E—
IMGVR_UViG_2938772992_000001|2938772992|2938772992|3117826-3155647: 14,478-29,451 (+)
24 25 bifunctional heptose 7-phosphate kinase/heptose 1-phosphate adenyltransferase (CDS_0026)

S S S —
TemPhD_cluster_61624:17,568-31,475 (+)

RM_Type_lI_Type_lI_REase17 (CDS_0025)
DruM2_00008 DNA (CDS_0024)

i

T —— S —
IMGVR_UViG_2788499878_000003|2788499878|2788515376[1270827-1312004: 18,103-32,377 (+)

RM_Type_ll_Type_ll_REase17 (CDS_0023)
DruM2_00008 DNA (CDS_0022)

i+

IMGVR_UViG_2579778630_000001|2579778630|2579793568|235716-274407:16,138-29,896 (+)
tail collar fiber protein (CDS_0023)
21 22 DS-37_DS-37 (CDS_0024)

I
IMGVR_UViG_2639762989_000002|2639762989/2639818029|366532-405021: 15,026-29,746 (+)
17 18

TemPhD_cluster_63310_:11,101-24,756 (+)
9 14 15

I ——— ——
IMGVR_UViG_3300011361_000037|3300011361|Ga0122089_100025|27628-62256:12,188-26,021 (+)

PD-T7-1_WP_205975857.1 (CDS_0023) 25 26 tail protein (CDS_0030)

IMGVR_UViG_2687453595_000002|2687453595|2687454410|3201433-3240043: 17,083-31,409 (+)
tail collar fiber protein (CDS_0026)
tail collar fiber protein (CDS_0025) 27 PDC-S06_WP_156124124.1 (CDS_0028)

e~~~ T ———————————————— —_—
IMGVR_UViG_2609460197_000003|2609460197|2609542143|3551359-3591984: 16,936-32,106 (+)
transposase (CDS_0027)

IMGVR_UViG_2718217735_000007|2718217735|2718227861|3585584-3627332:20,213-32,578 (+)
6000 nt {
connector integration and excision other tail unknown function defence (DefenseFinder) defence (PADLOC)
I —_—




