transcriptional repressor (CDS_0039)

antitoxin mazE-like (CDS_0036)
endolysin (CDS_0026)capH (CDS_0031) endonuclease (CDS_0038)
24 28 34 41
21 22 2325 27729 30 | 3233] 35 37 40742 4344 45 46

IMGVR_UViG_3300029763 000005|3300029763|Ga0243796_100885: 15,143-34,839 (+)
antitoxin mazE-like (CDS_0034)

28 32
27]29 3031] 33 35 endonuclease (CDS_0036)

IMGVR_UViG_3300029348_000242|3300029348|Ga0243800_100130|93154-135791: 15,143-34,157 (+)
antitoxin mazE-like (CDS_0031)
29
T25 26 2728] 30 32 endonuclease (CDS_0033)
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|

L~ ——————————~——————— et am | N I I I —— LN
MGV-GENOME-0278123:13,594-33,023 (+)
antitoxin mazE-like (CDS_0029)
capH (CDS_0024)
27
23 2526 28 30 endonuclease (CDS_0031)

1 A N
IMGVR_UViG_3300045988 050114|3300045988\GaO495776 177314 13,286-31, 876( )
antitoxin mazE-like (CDS_0029)
27
capH (CDS_0024) 2526] 28 30 endonuclease (CDS_0031)

!ﬁ

GVR_UViG_3300045988_097101|3300045988|Ga0495776_071510: 13,594-31,556 (+)
antitoxin mazE-like (CDS_0032)

<

capH (CDS_0027)
24 T 30
T25 26 | 2829] 31 33 endonuclease (CDS_0034)
o PP K KX DA
L NN — - W I N N —— — . — H N
IMGVR_UViG_3300045988_064196|3300045988|Ga0495776_157258: 13,594-33,246 (+)
antitoxin mazE-like (CDS_0028)
26 endonuclease (CDS_0030)
capH (CDS_0023) 2425] 27 | 29 35 37

. S— — . E——
MGV-GENOME-0267309: 13,584-31,148 (+)

25 antitoxin mazE-like (CDS_0030)
24]26 27 28 29 31 endonuclease (CDS_0032)

!
I
|
|
'3
|

— — . — "=
IMGVR_UViG_3300029665_000049|3300029665|Ga0243765_100442: 13,594-33,092 (+)

25 antitoxin mazE-like (CDS_0029)
2426 27 28 30 endonuclease (CDS_0031)

l
I
|
3
I

— . — . —
IMGVR_UViG_3300029774_000010|3300029774|Ga0243768_100737:13,594-31,867 (+)

25 antitoxin mazE-like (CDS_0030)
24]26 27 28 29 31 endonuclease (CDS_0032)

!
|
i
|
I
|

IMGVR_UViG_3300029752_000074|3300029752|Ga0243766_100593: 13,594-33,058 (+)

25 MazEF__MazF (CDS_0029) antitoxin mazE-like (CDS_0036)
24]26 27 28 T30 31 32 33 34 35 37 endonuclease (CDS_0038)

IMGVR_UViG_3300029764_000099|3300029764|Ga0243769_100718: 13,594-38,965 (+)
25 antitoxin mazE-like (CDS_0032)
24] 26 27 28 29 30 31 33 endonuclease (CDS_0034)

IMGVR_UViG_3300029407_000068|3300029407|Ga0243764_100402: 13,594-36,941 (+)
24 25 endonuclease (CDS_0026)

IMGVR_UViG_3300045988 041199|3300045988|Ga0495776_178119:13,594-28,446 (+)
24 endonuclease (CDS_0025)

MGV-GENOME-0241550: 13,594-26,955 (+)

P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0027)
2425 26 28 29 endonuclease (CDS_0030)

N —— N N
IMGVR_UViG_3300029471_000054(3300029471|Ga0244196_100463:13,594-31,853 (+)
antitoxin mazE-like (CDS_0026)
lendonuclease (CDS_0028)
23 24 25 27 33

4‘
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uvig_167601:13,520-30,522 (+)

tail length tape measure protein (CDS_0015) endolysin (CDS_0021) 24 AbiD__AbiD (CDS_0026)
6 holin (CDS_0020) 22 23 25 27 28 PD-Lambda-1_PD-Lambda-1(CDS_0029)

!ﬁ

uvig_217486:9,783-32,001 (+)
AbiD__AbiD (CDS_0024)
23 25 26 PD-Lambda-1_ PD-Lambda-1(CDS_0027)

uvig 365174:13,230-30,451 (+)
PD-Lambda-1__PD-Lambda-1 (CDS_0032)
antitoxin mazE-like (CDS_0030)
28 Retron_VI_HTH (CDS_0034)
2425 2627 29 31 | 35

I
|
|
|
|
|
i
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IMGVR_UViG_3300029463_000063|3300029463|Ga0244135_100034(142126-181953:13,591-31,371 (+)

antitoxin mazE-like (CDS_0029)
27
24 2526 28 30 PD-Lambda-1_PD-Lambda-1(CDS_0031)

I

I
2
|
I8
|

|
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IMGVR_UViG_3300029593_000235|3300029593|Ga0245135_100284(850-40079: 13,591-30,773 (+)

antitoxin mazE-like (CDS_0028)
26
2425] 27 29 PD-Lambda-1_PD-Lambda-1 (CDS_0030)

!%
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GVR_UViG_2910897831_000001|2910897831|2910897835|40369-78652: 13,278-29,804 (+)

antitoxin mazE-like (CDS_0032)

<

capH (CDS_0027)
30
24 25 26 | 2829] 31 33 PD-Lambda-1_PD-Lambda-1 (CDS_0034)
D WP —DOOW KK ICHD-GHIED
L~ ———————rr e ] | ] (N I N I I BB S E—
SAMNO0715275_al ct29630_vs1: 13,278-32,919 (+)
antitoxin mazE-like (CDS_0037)
capH (CDS_0032)
35
24 25 26 27 28 29 30 31 3334] 36 38 PD-Lambda-1_PD-Lambda-1 (CDS_0039)
D PO« D H O DO KK KHD-<GDIED
- — & & "8 & & " "'"J| | . — — ' '} " § N |
uvig_160361:13,591-37,411 (+)
COG0640 Csa3_1_CAS-I-II-111-IV-V-VI (CDS_0031) antitoxin mazE-like (CDS_0040)
capH (CDS_0035)
P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0026) T 38 PD-Lambda-1_ PD-Lambda-1 (CDS_0042)
24 25 27 28 29 30 32 33 34 3637] 39 41
e WP —PEE DD O D—C HOC O DOWET-CREIC KD
N SN S n N I — - LW & [ | Ll W ____J§ | & | N ;N ]

Ma_2019_SRR341725_ NODE_290_length_50965_cov_7.126832:13,278-42,484 (+)

transcriptional regulator (CDS_0030)
lipoprotein (CDS_0028)
24 25 26 27 29 | 313233 38 39

[ ] C ¢ —®& ——1 | _"§ "N § ——§ ]
uvig_115219:13,278-29,694 (+)

transcriptional regulator (CDS_0029)
lipoprotein (CDS_0027)
24 25 26 28 | 303132

. B I DN BN BEAN B  E——
IMGVR_UViG_3300014947_000177|3300014947|Ga0169813_100223|39896-76562:13,278-29,500 (+)
2223
N S B I S
MGV-GENOME-0227508: 13,218-24,845 (+)
P(1)-type Mn2+ transporting ATPase (VF0848) (CDS_0056)
53

52]54 55 5758 59 60 61 62

- C— I s —
uvig_456226:32,256-48,738 (+)

10000 nt i
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