baseplate wedge subunit (CDS_0021) MTase_l1_00074 Type (CDS_0034)

tail proteiniCDS_OOl‘?) ribosomal proteln 521 (CDS_0026) RNA polymerase sigma factor (CDS_0030) T -
tail protein (CDS_0022) tRNA amidotransferase (CDS_0027) tRNA-Met(CAT)
20 | 23 24 25 | DNAprimase (CDS 0028)29 ] 31 3233 | 3536 37 38 39
I B S . I I B S

SAMEA2737829 b1 ct38 vs2:15,558-32,950 (+)
ribosomal protein S21 (CDS_0027)

tRNA amidotransferase (CDS_0028) RNA polymerase sigma factor (CDS_0031)
" DNA primase (CDS_0029)
23 24 25 26 \ 30 32 33 37 38
I I . e —— I L _§ | I
IMGVR _UViG_3300029198 000003|3300029198|Ga0168723_100403: 15,612-34,545 (+)
RNA polymerase sigma factor (CDS_0025)
DNA primase (CDS_0023) 24 26 27 31 32

I R
uvig 256774:15,768-30,775 (+)
RNA polymerase sigma factor (CDS_0024)
25 26 30 31

?

;| —
uvig_143150:17,561-26,928 (+)

RNA polymerase sigma factor (CDS_0024)
18 transposase (CDS_0023) 25 26

I I I
IMGVR _UViG_3300029208 000099|3300029208|Ga0168729_100424:14,995-28,727 (+)
tail fiber assembly protein (CDS_0027)

RNA polymerase sigma factor (CDS_0033)
endolysin (CDS_0030) integrase (CDS_0034)
242526 2829 | 3132 35 39 40 41

118

uvig_439619:15,616-33,984 (+)
tail fiber assembly protein (CDS_0026)
RNA polymerase sigma factor (CDS_0032)
endolysin (CDS_0029)

232425 2728 [ 3031 33 34

I ——— E——
uvig 253412:15,764-32,696 (+)

tail fiber assembly protein (CDS_0026)

endolysin (CDS_0029) RNA polymerase sigma factor (CDS_0034)
DNA primase (CDS_0032)
24 25 2728 30 31 33 35 36

| R - -_— N N
Han_2018 ERR1398238 NODE 310_length 52767 cov_16.556685:15,709-35,840 (+)
endolysin (CDS_0029)

32 DNA primase (CDS_0034) RNA polymerase sigma factor (CDS_0036)
24 25 26 2728 3031] 33 35 37 38

| R
uvig 144425:15,709-39,605 (+)
endolysin (CDS_0029)

32
24 25 26 2728 3031] 33 34 35

I ————— — — —— T — —
IMGVR_UViG_3300045988 180312|3300045988\630495776 158870 15,709- 33063( )

tail fiber assembly protein (CDS_0026)
RNA polymerase sigma factor (CDS_0032)

endolysin (CDS_0029) integrase (CDS_0033)
24 25 2728 3031 34
¢ OB {1 XA KKH XK
I : — L' | | I BN

uvig 437324:15,558-34,199 (+)
excisionase and transcriptional regulator (CDS_0027)
25
247126 31 33

I !

B
[
\

uvig 255927:15,904-23,466 (+)
24
23T25excisionase and transcriptional regulator (CDS_0026)

uvig_463812:15,771-24,144 (+)

tail fiber assembly (CDS_0027) dCMP deaminase (CDS_0034)

endolysin (CDS_0030) mads_1 (_CDS_0036)
25 26 2829 | 3132 33 | 35 40
I A N NN T O S ——
IMGVR_UVIG_3300008063.000249|3300008063|Ga01 13867_100246|25627-72376: 15703-31,320 (+)
tail fiber assembly (CDS_0026)
endolysin (CDS_0029)
25 2728 [ 3031 32 dCMP deaminase (CDS_0033)
I A I N N S I BN S
IMGVR_UVIG_3300014749.000080|3300014749|Ga0169785.100060]50468-98048: 15,707-31,115 (+)
tail fiber assembly (CDS_0028)
endolysin (CDS_0031) HicB-like antitoxin (CDS_0036)
24 25 26 27 2930 | 3233 34 35 | mads_1(CDS_0037)
I B, W, D C—CD PO O CUAd

uvig_87904:15,551-33,770 (+)

endolysin (CDS_0029)  HicB-like antitoxin (CDS_0034)
25 26 2728 30 31 32 88 T mads_1 (CDS_0035)

L& [ ;& |} NN S — T S ———
uvig_119387:15,707-32,464 (+)
endolysin (CDS_0030)
25 26 27 2829 | 3132 33 34 3536 mads_1(CDS_0037)

uvig_70825:16,931-31,227 (+)
dCMP deaminase (CDS_0032)
endolysin (CDS_0028) HicB-like antitoxin (CDS_0035)
25 26 27 [ 2930 31 33 34 | mads_1(CDS_0036)
— NN — . | | I - I

SAMEA2737763_al ct57824 vs1:16,775-35,613 (+)

endolysin (CDS_0028)

holin (CDS_0027) HicB-like antitoxin (CDS_0033)

25 26 | | 2930 31 32 mads_1 (CDS_0034)

— PN K | | R - I
uvig_141227:16,775-33,606 (+)
tail fiber assembly (CDS_0027) dCMP deaminase (CDS_0034)
endolysin (CDS_0030) HicB-like antitoxin (CDS_0039)

25 26 2829 31 32 33 35 36 37 38 mads_1 (CDS_0040)

k

|
%
%

SRS018351 a1 _ct19360_vs1: 15,707-35,562 (+)
endolysin (CDS_0029)
holin (CDS_0028) dCMP deaminase (CDS_0033)

25 26 27 ] | 3031 32 34 35 36 37 38 39 4041 mads_1(CDS_0042)
CoC D >— - - DD —DE o T I —C

uvig_239730:15,616-38,611 (+)

24 25 2627 mads_1(CDS_0028)

uvig_234830:16,978-27,597 (+)

24 2526 mads_1(CDS_0027)

— S B S——
uvig_257445:16,774-26,011 (+)

25 26 27 28 2930 mads_1(CDS_0031)

uvig_241021:15,558-26,705 (+)
25 2627 mads_1(CDS_0028)

uvig_229142:15,615-26,345 (+)
mads_1 (CDS_0027)
24 2526 T 29 MTase_l_00074 Type (CDS_0030)

I . BN B -_— I
uvig_570638:16,978-26,222 (+)

24 25 26 27 mads_1(CDS_0028)
L o e ———— U —

c
<
(9
N
w
g
(o)
[
N
N
o
o)
@
®
N
~
~
o
N

g 116, ,754 (+)
HicB-like antitoxin (CDS_0024)

23 " mads_1(CDS_0025)
BB HAigh—<_ICK

IMGVR_UViG_3300029217_000223|3300029217|Ga0168678_100236[44296-87151: 16,060-25,969 (+)
HicB-like antitoxin (CDS_0026)
25 mads_1(CDS_0027) 3132 33 36 3738 39

L e ——
uvig_334338:17,558-25,979 (+)
2829 30

N R I
MGV-GENOME-0259342: 16,423-24,056 (+)
HicB-like antitoxin (CDS_0027)
25 26 mads_1 (CDS_0028)

!4
\

S ——
SAMEA2580200_a1_ct23422_vs1:15,707-25,487 (+)

9000 nt {
DNA, RNA and nucleotide metabolism integration and excision lysis moron, auxiliary metabolic gene and host takeover tail transcription regulation unknown function defence (PADLOC)
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