nucleoside triphosphate pyrophosphohydrolase (CDS_0039)
tail fiber assembly protein (CDS_0027)
tail fiber assembly protein (CDS_0033)
unknown function (CDS_0028) anti-repressor Ant (CDS_0037)
CDS_0031 L CDS_0036 ‘

CDS_0030 CDS_0035

é CDS_0040
CDS_002% | CDS 0032 CDS_0034] | CDS_003

|ﬂ

SAMEA2579964 al ct87436_vs1 21254:28635(+)
CDS_0032 tail fiber assembly protein (CDS_0033)

MGV-GENOME-0272839 21254:27351(+)

CDS_0034
CDS_0033 CDS_0035

MGV-GENOME-0266748 21492:27428(+)

CDS_0036
CDS_0039
CDS_0035 T CDS_0040

!

—
MGV-GENOME-0271966 22881:29417(+)

tail fiber assembly protein (CDS_0035)
LOS (VF0326) (CDS_0036)
32 33 34 37

N
|

uvig_120303 20595:30009(+)

tail fiber assembly protein (CDS_0035)
32 3334 36 37

MGV-GENOME-0278438 21257:30542(+)

tail fiber assembly protein (CDS_0034)
MntABC (VF0455) (CDS_0037)
gl Ry 35 36 38 39 40

H
I8
|

uvig 572028 21257:35539(+)

tail fiber assembly protein (CDS_0035)
LOS (VF0326) (CDS_0036)
endolysin (CDS_0040)
holin (CDS_0039)Retron_VI_HTH (CDS_0043)
37 38 [ 41 42 T replication initiation protein (CDS_0044)

32 33 34

.
'S

IMGVR_UViG_3300045988_135439|3300045988|Ga0495776_187277 21257:36093(+)

glucosyltransferase (CDS_0034)
holin (CDS_0037)
32 33 35 36 38 45

.
4{

MGV-GENOME-0322177 21437:32201(+)

glucosyltransferase (CDS_0035)
33 34 36 37  holin (CDS_0038)

’#

MGV-GENOME-0289913 21492:31163(+)
glucosyltransferase (CDS_0035)

endolysin (CDS_0039)
holin (CDS_0038) transposase (CDS_0042)
33 34 36 37 [ | 40 41 43 44 45

OTU_1098 21448:38554(+)

tail fiber assembly protein (CDS_0034)
31 32 3}T 35 36 37  holin (CDS_0038)

MGV-GENOME-0298302 21539:32625(+)

MntABC (VF0455) (CDS_0045)
31 3233 34 35 36 37 38 39 40 41 42 43 44 46 47 48

Han_2018_ERR1398154_NODE_33_length_57268_cov_59.085750 21257:45477(+)

tail fiber assembly protein (CDS_0033)
LOS (VF0326) (CDS_0034)
‘ 35 39

32 1363738]40 41 42 43 44 51

i%
|

IMGVR_UViG_3300045988_141696|3300045988|Ga0495776_165927 21207:36510(+)

tail fiber assemblmotein (CDS_0033)
LOS (VF0326) (CDS_0034)
endolysin (CDS_0037)

35 39
T36 | 38]40 41 42

32

i#

uvig 123736 21207:34764(+)

tail fiber assemblwotein (CDS_0033)
LOS (VF0326) (CDS_0034)
‘ 35 39

32 136 3738[40 41 42 43 44 45 46

i%
|

SAMEA2580061 a1 ct51787_vs1 21207:38491(+)

replication initiation protein (CDS_0042)
DnaC-like helicase loader (CDS_0043)
tail fiber assembly protein (CDS_0033) endolysin (CDS_0038) ‘
holin (CDS_0037)Retron_VI_HTH (CDS_0041)

LOS (VF0326) (CDS_0034) integrase (CDS_0039) 45
32 | 35 36 | 40 | 44T 46integrase (CDS_0047)
CEMEIEEDE-@ - DB @G DHBED KK EE&d

uvig_436223_ 21254:36681(+)
LOS (VF0326) (CDS_0033) replication initiation protein (CDS_0041)

tail fiber assembly protein (CDS_0032) endolysin (CDS_0037) T
holin (CDS_0036)Retron_VI_HTH (CDS_0040)
31 34 35 | | 38 39 [ | 44 46
EEESEEDD-@D T O -EI PO K H4Ed

OTU_1080 21259:37433(+)
O-antigen (VF0392) (CDS_0034) replication initiation protein (CDS_0042)

endolysin (CDS_0038) 1
holin (CDS_0037)Retron_VI__HTH (CDS_0041)

32 33 35 3 | | 39 40 | | 45
DEDED) D@l D D D@ H- D KK Kaad
uvig_236028 21711:38225(+)

tail fiber assembly protein (CDS_0033) replication initiation protein (CDS_0042)
endolysin(ﬁ)S_OO38)
holin (CDS_0037)Retron_VI__HTH (CDS_0041)

32 34 35 36 | | 39 40 | | 45

CEMEEEEDD @O PE—-E@EI DB KK —a&d

IMGVR_UViG_3300045988_147851|3300045988|Ga0495776_057957 2 125437 166(+)

tail fiber assembly protein (CDS_0033)
endolysin (CDS_0038)
holin (CDS_0037)Retron_VI_HTH (CDS_0041)
32 34 35 36 | 39 40 | replication initiation protein (CDS_0042)

MGV-GENOME-0311979 21254:37166(+)

LOS (VF0326) (CDS_0037) replication initiation protein (CDS_0045)
tail fiber assembly protein (CDS_0036) endolysin (CDS_0041) T
holin (CDS_0040)Retron_VI_HTH (CDS_0044)
33 34 35 38 39 | | 42 43 T | 51
PEMESE D@ O OB @G- DD K H a8

uvig 323598 21480:39630(+)
replication initiation protein (CDS_0043)

endolysin (CDS_0039) T
holin (CDS_0038)Retron_VI_HTH (CDS_0042)
33 343536 37 | | 40 41 [ | 46 transposase (CDS_0047)
PEMESIITOEMIN T DR -EEGDBED - X C KK 4

OTU_1008 21473:38328(+)

replication initiation protein (CDS_0043)
endolysin (CDS_0039)
holin (CDS_0038)Retron_VI_HTH (CDS_0042)
33 343536 37 | | 40 41 \ PD-Lambda-1_PD-Lambda-1(CDS_0046)

uvig 241795 21446:37205(+)

tail fiber assembly protein (CDS_0033)
endolysin (CDS_0038)
holin (CDS_0037)Retron_VI_HTH (CDS_0041)
32 34 35 3 | | 39 40 | replication initiation protein (CDS_0042)

i

| MGVR,UViG,7000OOO486,000253|7000000486\SRSO15264,WUGC,scaffoId,61566\-6 148-56999 21499:37465(+)
tail fiber assembly protein (CDS_0033)

endolysin (CDS_0038)

holin (CDS_0037)Retron_VI__HTH (CDS_0041)
26 29 32 34 3 3 | | 39 40 | replication initiation protein (CDS_0042)
EODENESIEEDE-CH O D@ DBED O KK —-ad

IMGVR_UViG_3300045988_135370|3300045988|Ga0495776_144455 20588:37875(+)

tail fiber assembly protein (CDS_0034) Retron_VI__HTH (CDS_0044)
HNH endonuclease (CDS_0040)
endolysin (CDS_0039)

holin (CDS_0038) 43
33 35 36 37 | | 41 42 T replication initiation protein (CDS_0045)
OO DCD OB —-EHHBED < KK -Ed

IMGVR_UViG_3300045988_140969|3300045988|Ga0495776_150555 21529:38610(+)

glucosyltransferase (CDS_0034)
endolysin (CDS_0038)
holin (CDS_0037)Retron_VI_HTH (CDS_0041)
32 33 35 36 | 39 40 | replication initiation protein (CDS_0042)

.
}

OTU_1049 22231:37666(+)

glucosyltransferase (CDS_0035)
endolysin (CDS_0039)
holin (CDS_0038)Retron_VI_HTH (CDS_0042)
33 34 36 37 | 40 41 | replication initiation protein (CDS_0043)

=
| -

IMGVR_UViG_3300045988_141000|3300045988|Ga0495776_010207 21545:38 182-(+)

glucosyltransferase (CDS_0035)

endolysin (CDS_0039)
holin (CDS_0038) anti-repressor Ant (CDS_0041)
37 “fransposase (CDS_0040)

w
@
W
X
w
o~

-
|
|
|

uvig_152132_ 21492:37282(+)

Retron_VI_HTH (CDS_0046)
HNH endonuclease (CDS_0042)
endolysin (CDS_0041)
holin (CDS_0040) 45
33 343536 37 38 39 \ 43 44 T replication initiation protein (CDS_0047)

g%

uvig_243692 21442:38523(+)

endolysin (CDS_0038)
holin (CDS_0037)Retron_VI_HTH (CDS_0041)
30 313233 34 35 36 | 39 40 | replication initiation protein (CDS_0042)

g%

uvig_379646 21292:37668(+)

holin (CDS_0038)Retron_VI_HTH (CDS_0042)
31 323334 35 36 37 | 39 40 41 | replication initiation protein (CDS_0043)

TemPhD_cluster_58337 21510:37036(+)

endolysin (CDS_0039)
holin (CDS_0038)Retron_VI_HTH (CDS_0042)
31 323334 35 36 37 40 41 | replication initiation protein (CDS_0043)

5%
|

OTU_1029 21394:36612(+)

replication initiation protein (CDS_0043)
endolysin (CDS_0039)
holin (CDS_0038)Retron_VI_HTH (CDS_0042)
31 323334 35 3 37 | | 40 41

46

!%

IMGVR_UViG_2531839589_000003|2531839589|2531916958|53766-103931 21513:37167(+)

replication initiation protein (CDS_0045)
Retron_VI__HTH (CDS_0044)
endolysin (CDS_0039)
holin (CDS_0038) 43
32 33 34 35 3 37 | | 40 41 42

;
\

IMGVR_UViG_3300030319_000107|3300030319|Ga0244979_100639 21489:37127(+)

tail fiber assembly protein (CDS_0036)
LOS (VF0326) (CDS_0037)
endolysin (CDS_0041)
holin (CDS_0040)Retron_VI_HTH (CDS_0045)
38 39 42 43 44 | replication initiation protein (CDS_0046)

33 34 35

;ﬁ

OTU_937 23007:38903(+)

tail fiber assembly protein (CDS_0035)
LOS (VF0326) (CDS_0036)
endolysin (CDS_0040)
holin (CDS_0039)Retron_VI__HTH (CDS_0043)
37 38 | 41 42 | replication initiation protein (CDS_0044)

32 33 34

;%
g

IMGVR_UViG_3300045988_143153|3300045988|Ga0495776_187206 21257:37031(+)

replication initiation protein (CDS_0041)
endolysin (CDS 0040)
holin (CDS_0039}
32 333435 36 37 38 | | | 42 4344 45

OTU_1116 21254:36105(+)

tail fiber assembly protein (CDS_0033) Retron_VI_HTH (CDS_0042)
endolysin (CDS_0038)
holin (CDS_0037) 41
32 34 35 3 | | 39 40 || replication initiation protein (CDS_0043)
SRS077117_al_ct14977 vs1 21499:33521(+) N
LOS (VF0326) (CDS_0036) Retron_VI_HTH (CDS_0044)
tail fiber assembly protein (CDS_0035) endolysin (CDS_0040) 43
32 33 34 | | 37 38 39 | 41 42 [| replication initiation protein (CDS_0045)
SAMNO0792067 a1 ct69767 vs1 21480:34968(+) & 4
Retron_VI_HTH (CDS_0042)
endolysin (CDS_0038)
holin (CDS_0037) 41
31 32 33 34 35 3 | | 39 40 || replication initiation protein (CDS_0043)
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tail fiber assembly protein (CDS_0034) Retron_VI__HTH (CDS_0043)
I endolysin (CDS_0039) T
LOS (VF0326) (CDS_0035) integrase (CDS_0040)
holin (CDS_0038) 42
31 32 33 36 37 | | 41 || replication initiation protein (CDS_0044)
PEMEEN OEBDDEID H-DE—EHHMHDD
N I -

uvig_482449 21257:33427(+)

Retron_VI_HTH (CDS_0038)
35 3637 | replication initiation protein (CDS_0039)

%

MGV-GENOME-0293989 228-81:31614(+)
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DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover other tail transcription regulation unknown function
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