Control_protein_00001 control (CDS_0038)
Michele_2A_hits_grouped (CDS_0045)
transfer-messenger RNA SsrA
exonuclease (CDS_0048)
46 47 49 Gp2.5-like ssDNA binding protein and ssDNA annealing protein (CDS_0050)

37 | 39 4041 4243 44 T

L N R__ B | ] L B
MGV-GENOME-0306240: 26,461-35,288 (+)
Michele_2A_hits_grouped (CDS_0045)

43 44 47
1 N _ N _F |] e |
MGV-GENOME-0277920: 26,129-34,785 (+)
45
43 44]
1 N __ & ¢ [ ] — [ |
MGV-GENOME-0298251:26,565-34,306 (+)
41 43 44 45
|

— T — NN _L Iy
MGV-GENOME-0291271:26,509-34,269 (+)
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IMGVR_UViG_3300008496_000215|3300008496|Ga0115078_100145[22067-65868: 26,573-33,479 (+)
42

1 B ___ N __° | L L _—
IMGVR_UViG_3300045988_070816|3300045988|Ga0495776_183718: 26,500-34,360 (+)
42 43 44

[ 1 | L ) - LN 8 |
IMGVR_UViG_3300045988 _058157|3300045988|Ga0495776_179340:26,501-34,675 (+)
45
43 44

1 N R_L LR -
IMGVR_UViG_3300045988_035207|3300045988|Ga0495776_148878:26,307-33,926 (+)
42 43 Michele_2A _hits_grouped (CDS_0044)

| LN N B | ] .
MGV-GENOME-0306016: 26,229-34,815 (+)
Michele_2A_hits_grouped (CDS_0047)
46 48
aaas] | Tas

— 1T — W L Ly | & —
IMGVR_UViG_3300045988_104679|3300045988|Ga0495776_171370:28,166-37,536 (+)

34 35 40 42

A i

IMGVR_UViG_3300045988_051669|3300045988|Ga0495776_172090: 24,976-33,838 (+)
41

A

IMGVR_UViG_3300045988_066353|3300045988|Ga0495776_172173:24,971-34,011 (+)
41 43 44

DODIDOD)HDEDD
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MGV-GENOME-0303090: 24,971-33,546 (+)
37 42

?

B S . [ —
MGV-GENOME-0301596:24,941-33,316 (+)

clamp loader of DNA polymerase (CDS_0045) integrase (CDS_0053) UmuD-like protein (CDS_0055)
43 44 46 4748 49 50 51 52 bir_HNH (CDS_0054)
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T — 3 N & T B . O . S — - - —
uvig_195186:26,557-44,230 (+)

bir_HNH (CDS_0045)

41 44 UmuD-like protein (CDS_0046)
I B DN DN BN SE—— —
SAMN 10290170 _al ct959:24,907-35,101 (+)
41
I D DI D S E—— I — - -
MGV-GENOME-0307429: 24,971-37,335 (+)
41
1 1 _ | B __r ] —
MGV-GENOME-0322960: 24,908-34,857 (+)
41
P —— - -

I S . S R E——
MGV-GENOME-0302770:24,862-35,939 (+)
47

%

Shkoporov_2019_SRR9161587_NODE_20_length_52233_cov_20.671107:29,353-39,252 (+)
4 37 41
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N I R — L __ 1 I — —
IMGVR_UVIG_3300045988_095933|3300045988|Ga0495776_183846: 24,579-34,857 (+)
3839

1 T o K | ——
MGV-GENOME-0300179: 23,996-34,142 (+)

bir_HNH (CDS_0045)
42 43 44 UmuD-like protein (CDS_0046)

1] ] —
IMGVR_UViG_3300045988_067502|3300045988|Ga0495776_116978:26,503-38,139 (+)
bir_HNH (CDS_0045)
42 43 44 UmuD-like protein (CDS_0046)

MGV-GENOME-0305732:24,911-38,139 (+)
41
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I I N . - -
IMGVR_UViG_3300045988_060711|3300045988|Ga0495776_005828: 24,964-34,022 (+)

43 bir HNH (CDS_0046)
42 44 45 UmuD-like protein (CDS_0047)

T e i e e I M —— —
IMGVR_UViG_3300045988_112518|3300045988|Ga0495776_179288:26,121-37,141 (+)

NEase_lI_00006 Type (CDS_0044)
bir_HNH (CDS_0046)
43 45 UmuD-like protein (CDS_0047)

N
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1 N ___ L __i__ | -_— . — —
IMGVR_UViG_3300045988_145884|3300045988|Ga0495776_159063: 26,242-37,978 (+)
bir_HNH (CDS_0047)
44 45 46 UmuD-like protein (CDS_0048)

S N B B S — R — ]
MGV-GENOME-0304431:26,254-37,656 (+)

bir_HNH (CDS_0046)
43 44 45 UmuD-like protein (CDS_0047)

I —— —— —
MGV-GENOME-0310892:26,305-37,575 (+)

bir_[HNH (CDS_0029)
20 26 27 28 UmuD-like protein (CDS_0030)

I
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— . — e — —— —
MGV-GENOME-0262817: 16,107-28,644 (+)

45 bir_HNH (CDS_0047)
41 4344] 46 UmuD-like protein (CDS_0048)

o -
GV-GENOME-0295344:24,052-35,167 (+)

<

bir_HNH (CDS_0048)
44 45 46 47 UmuD-like protein (CDS_0049)

[ 4 B L L I e e I I
IMGVR_UViG_3300045988_100057|3300045988|Ga0495776_134477:26,509-38,564 (+)
4445
— —
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MGV-GENOME-0304545:26,509-34,794 (+)
45 bir HNH (CDS_0047)
4344 46 UmuD-like protein (CDS_0048)

. _J B _ L . 1 J — el
IMGVR_UViG_3300029857_000009|3300029857|Ga0245297_1000719: 26,243-36,899 (+)
bir_HNH (CDS_0041)

38 39 40 UmuD-like protein (CDS_0042)

- -me —— —
uvig 564621:18,991-29,529 (+)
integrase (CDS_0045)
44 UmuD-like protein (CDS_0047)
4243 bir_HNH (CDS_0046)

L B i I ] — —
uvig 444260 _:25,895-36,676 (+)
replication initiation protein (CDS_0047)
44 bir_HNH (CDS_0050)
4243 45 46 | 48 49 “UmuD-like protein (CDS_0051)
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IMGVR_UViG_3300029374_000004|3300029374|Ga0243945_1000456: 25,895-39,061 (+)
bir_HNH (CDS_0045)
43 44 UmuD-like protein (CDS_0046)

| _J__ L -
IMGVR_UViG_3300029243 000250|3300029243|Ga0168713_100031|54701-101297:26,297-36,297 (+)
43 bir_HNH (CDS_0045)
42] 44 UmuD-like protein (CDS_0046)

— AU - - —
IMGVR_UViG_3300045988_108759|3300045988|Ga0495776_183678:26,306-36,291 (+)
Michele_2A_hits_grouped (CDS_0044)
bir_HNH (CDS_0047)
43 45 46 UmuD-like protein (CDS_0048)

. N - T — e — L —
MGV-GENOME-0308083:26,202-38,892 (+)

31 bir_HNH (CDS_0034)
3032 33 UmuD-like protein (CDS_0035)

— . —— —— —
MGV-GENOME-0240242: 14,388-24,943 (+)

bir_HNH (CDS_0026)
23 24 25 UmuD-like protein (CDS_0027)
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—— ] B K T ———— | —— —
uvig_113610:10,074-20,660 (+)

bir_ HNH (CDS_0045)
4344 UmuD-like protein (CDS_0046)

[ 1 & N __ L — —
IMGVR_UViG_3300029873_000381|3300029873|Ga0245321_100491|2-45311:26,243-34,963 (+)
minor head protein (CDS_0019) bir_HNH (CDS_0029)

20 26 27 28 UmuD-like protein (CDS_0030)
I )/ W S S0 Sy ) B W

I BN .-
MGV-GENOME-0249666: 14,221-26,371 (+)
44 bir_HNH (CDS_0048)
4345 46 47 UmuD-like protein (CDS_0049)

I B SN BN
MGV-GENOME-0299578:24,941-36,166 (+)
37 bir_.HNH (CDS_0039)
3536] 38 UmuD-like protein (CDS_0040)

IS N N B SN .
MGV-GENOME-0274304:20,167-30,758 (+)
28 bir_HNH (CDS_0031)
26 27] 29 30 UmuD-like protein (CDS_0032)

e ot o il e ————— — —
MGV-GENOME-0263480: 16,106-28,744 (+)
bir_HNH (CDS_0047)
43 44 45 46 UmuD-like protein (CDS_0048)

1 B ___ R __ i ] [ - - -
IMGVR_UViG_3300045988_148097|3300045988|Ga0495776_151788:26,572-37,669 (+)
45 bir_HNH (CDS_0047)
4344] 46 UmuD-like protein (CDS_0048)

— — - - - —
MGV-GENOME-0320688:26,509-36,973 (+)

bir_HNH (CDS_0047)
43 44 45 46 UmuD-like protein (CDS_0048)
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1 B ___ W __° | - - - I
IMGVR_UViG_3300045988_116323|3300045988|Ga0495776_157433: 26,509-38,251 (+)
bir HNH (CDS_0047)
434445 46 48

[ Jd B ___J__35 ] I -
IMGVR_UViG_3300029715 000488|3300029715|Ga0245215_1000286|16234-63781:26,253-37,276 (+)
RM_Type_ll_Type_ll_MTases_FAM_16 (CDS_0048)
RM _Type_Il_Type_ll_REase17 (CDS_0049)
NEase_lI_00006 Type (CDS_0050)
GTP-binding domain (CDS_0046)
capH (CDS_0047)

45 bir_HNH (CDS_0052)
4&474 51 UmuD-like protein (CDS_0053)
DD DIN-B-EDEC K-ETKE EHIDEDDD

LU | __ & 1 —
MGVR_UViG_3300045988_118878|3300045988|Ga0495776_151601:26,501-40,731 (+)
bir_ HNH (CDS_0052)
44 45 46 47 48 49 50 51 UmuD-like protein (CDS_0053)

1 N K . L] - - L |
IMGVR_UViG_3300045988_144902|3300045988|Ga0495776_157388:26,510-44,019 (+)

45 bir_HNH (CDS_0048)
39 4344 46 47 UmuD-like protein (CDS_0049)
EOEO-DO-DIKIE-ETIC IEDPEDDD

I I NN
MGV-GENOME-0305453: 24,909-38,029 (+)
Michele_2A_hits_grouped (CDS_0043)
bir_HNH (CDS_0047)
40 41 42 44 45 46 _UmuD-like protein (CDS_0048)
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I B B R ol r— LS
IMGVR_UViG_3300029717_000139|3300029717|Ga0245160_1000574: 24,902-39,022 (+)
40 41 42FabG-like 3-oxoacyl-(acyl-carrier-protein) reductase (CDS_0043)

— N N o . - —
IMGVR_UViG_3300045988_119187|3300045988|Ga0495776_172169:24,902-34,555 (+)
RM_Type_IIG_Type_lIG_1(CDS_0044) bir_[HNH (CDS_0055)
43 45 46 47 48 4950 51 52 53 54 UmuD-like protein (CDS_0056)

. N . E— - E— . S —— e — - - —
MGV-GENOME-0335029:26,232-47,691 (+)

bir_HNH (CDS_0053)
43 44 45 46 47 48 49 50 51 52 UmuD-like protein (CDS_0054)

T —— W | - - C —
IMGVR_UViG_3300008672_000020|3300008672|Ga0111519_100533:26,232-44,916 (+)

Michele_2A_hits_grouped (CDS_0044)
43 45

DD O—{]I@HIDEDDD

IMGVR_UViG_3300045988_146296|3300045988|Ga0495776_179681:26,210-35,291 (+)
42 Michele_2A _hits_grouped (CDS_0043)

'i

— NN BN L L -
IMGVR_UViG_3300045988_077131|3300045988|Ga0495776_179666:26,241-35,164 (+)
43 44 HEase_00016 homing (CDS_0049)

1 B _ K __ L L L ]
IMGVR_UViG_3300045988_028767|3300045988| Ga0495776_171366: 26,243-33,222 (+)
41

I DN NN . E— — -
IMGVR_UViG_3300029251_000491|3300029251|Ga0167475_100391(8613-51594:26,304-33,028 (+)
43 44 45 DNA polymerase (CDS_0050)

— K =
MGV-GENOME-0311804: 26,306-35,853 (+)
4243

N DN NN B S — I
IMGVR_UViG_3300045988_037982|3300045988|Ga0495776_095138: 26,243-35,143 (+)
a1 43

. — —
IMGVR_UViG_3300029839_000154|3300029839|Ga0245267_100131[16814-59735: 24,907-32,620 (+)

37

uvig_445084 :23,457-28,066 (+)
RM_Type_ll_Type_ll_MTases FAM_16 (CDS_0057)
RM_Type_II_Type_ll_REase17 (CDS_0058)
NEase__00006 Type (CDS_0059)
translation elongation factor (CDS_0054) ‘
Michele_2A_hits_grouped (CDS_0045) 53 GTP-binding domain (CDS_0055)
43 44 46 47 48 49 50 51 52 | capH (CDS_0056)

bir_HNH (CDS_0061)
60 UmuD-like protein (CDS_0062)
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uvig_27379:26,501-49,237 (+)
translation elongation factor (CDS_0052)
Michele_2A_hits_grouped (CDS_0043) 51 bir_HNH (CDS_0054)
42 44 45 46 47 48 49 50T integrase (CDS_%§3)LMID-Iike protein (CDS_0055)
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uvig_93639:26,500-45,197 (+)

Michele_2A _hits_grouped (CDS_0044) 52 bir_HNH (CDS_0059)
43 45 46 47 48 49 50 Sﬂ 53 5455 56 57 58 _UmuD-like protein (CDS_0060)
DD OO ECEI I EEE@ET T HO K I EHD D00
S BN N B S—— (1 A N N N — I — LB I
uvig_398745:26,499-48,462 (+)
Michele_2A_hits_grouped (CDS_0044) integrase (CDS_0051) UmuD-like protein (CDS_0053)
43 45 46 47 48 4950 bir_HNH (CDS_0052)

I I . & | | P —— - - -
uvig_167868:26,564-43,774 (+)
Accessory secretion factor (VF0808) (CDS_0054)
Michele_2A _hits_grouped (CDS_0044) ABC transporter (VF0818) (CDS_0051)
ABC transporter (VF0818) (CDS_0050) hydrolase (CDS_0055) bir_ HNH (CDS_0060)
42 43 45 46 47 48 49 52 53 56 57 58 59 UmuD-like protein (CDS_0061)

|
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—— T —— ——F———a—— —— —— —
uvig 433747:26,242-55,255 (+)

bir_HNH (CDS_0056)
43 44 45 46 47 48 49 50 51 52 53 54 55 UmuD-like protein (CDS_0057)

1§ ¢ - — . 7 —— - - —
SRS018351 al ct339 vs1:26,573-47,181 (+)

21 2728

I N BN S DN —
MGV-GENOME-0263599: 14,220-25,888 (+)
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