Avd protein of DGR (CDS_0019)
RT_IN-AM_III-B_2 (CDS_0020) DNA binding protein (CDS_0028)

endolysin (CDS_0023) DNA methyltransferase (CDS_0032)
22 33 36
tail protein (CDS_0018) 21 | 24 25 26 27 QT 31 13435[37 38 39 phosphoheptose isomerase (CDS_0040)

I . B B ] I
Rampelli_ Norman_16_ NODE 511 length 35214 cov_6.479109:14,351-28,874 (+)
DNA methyltransferase (CDS_0025)
DNA methyltransferase (CDS_0024)

26
23 T2728
I N S — I E—
MGV-GENOME-0216142: 14,406-24,443 (+)
DNA methyltransferase (CDS_0032)
30 34
23 24 2526 27 2829 31 33[ 35

I B B B e = . I [ [ N SN S S
MGV-GENOME-0232566: 15,317-27,477 (+)
DNA methyltransferase (CDS_0030)
28
2627 29 3132

!
I
:

N N N S
MGV-GENOME-0228789: 15,441-25,356 (+)
RM_Type_Il_Type_ll_MTases FAM_2 (CDS_0030)
MTase_ll_00072 Type (CDS_0029)
MTase_|_00030 Type (CDS_0026)
24

31
23 25 2728

13233 3637 40

|
|
|
s
!
!

IMGVR_UViG_3300045988 081780|3300045988|Ga0495776_119591: 14,406-25,997 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0036)
DNA binding proteln (CDS_0031)
MTase_I_00072 Type (CDS_0035)
transposase (CDS_0030)
‘ 33
327 34

37

27 28 29 13839

|

|
By,
)
|

uvig 440348:16,107-28,159 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0034)
MTase_lI_00072 Type (CDS_0033)

transposase (CDS_0028)
31 35
26 27 2930 32 13637

IMGVR_UViG_3300029372_000017|3300029372|Ga0243963_100767:16,711-27,914 (+)

RM_Type_Il_Type_ll_MTases_FAM_2 (CDS_0035)
MTase_II_00072 Type (CDS 0034)

endolysin (CDS_0024) 32
endolysin (CD5 0023)27 28 29 3031 33 T3733

N N E—
uvig 558926: 17041 26, 997( )

y aif'se | T

DNA methyltransferase (CDS_0034)
32 35
27 28 29 3031] 33 13637

MGV-GENOME-0243375: 19,208-29,039 (+)
DNA methyltransferase (CDS_0032)
30 33
25 26 27 2829 31 13435

|
,
I

- . r ! [ [ [ ]
uvig_544871:16,036-27,287 (+)

DNA methyltransferase (CDS_0032)
transposase (CDS_0027)

25 26 2829 31 13435

|
!
5
515
i

IMGVR_UViG_3300006739_000017|3300006739|Ga0101793_100564: 16,037-27,238 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0034)
MTase_I1_00072 Type (CDS_0033)

31 35
20 27 28 29307 32 13637

IMGVR_UViG_3300045988_078814|3300045988|Ga0495776_059851:16,315-28,232 (+)

RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0034)
MTase_II_00072 Type (ED 0033)

31
27 28 2930] 32 I Tass7

IMGVR_UViG_3300045988_078810|3300045988|Ga0495776_185359: 16,174-27,713 (+)
DNA methyltransferase (CDS_0033)
31 34
27 28 29307 32 13536

|
|
i
s

MGV-GENOME-0237406: 16,174-28,113 (+)
RM _Type_Il_Type_ll_MTases_FAM_2 (CDS_0038)
MTase_l_00072 Type (EDS_0037)
transposase (CDS_0028) 35 T 39
27 29 30 3132 3334 36 4041

|
|
I

& —————————————————————— By — o — [ —— — ]
uvig 231876:16,174-35,965 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0034)
MTase_|I_00072 Type (CDS_0033)
31
27 28 2930] 32 I 3536

|

I

!
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|
I
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|

MGV-GENOME-0233403: 16,069-27,320 (+)
RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0035)
MTase_II_00072 Type (CDS_0034)
transposase (CDS_0028) 32

27 29 30317 33 I 3637
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(+)
RM _Type_Il_Type_ll_MTases FAM_2 (CDS_0034)
MTase_lI_00072 Type (CDS_0033)
3

1 35
28 2930] 32 3637

I N
~N

- +
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0037)
MTase_I_00072 Type (CDS_0036)

38
27 2829 30 31 3233]35
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RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0033)
MTase_II_00072 Type (EDS_0032)

30

25 26 27 2829] 31

I 3435

—
! )

RM_Type_Il_Type_ll_MTases FAM_2 (CDS_0033)
MTase_II_00072 Type (EDS_0032)
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25 26 27 2829] 31 I 3435
CODUE_ DB - IR DBIDEDD

MGV-GENOME-0232600: 16,037-27,112 (+)

RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0032)
MTase_II_00072 Type (EDS_0031)

transposase (CDS_0027)
29
25 26 28] 30 3334
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RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0035)
MTase_II_00072 Type (CDS_0034)
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SspBCDE__SspD (CDS_0032)
31 36
27 28 2930 33 13738

MGV GENOME 0238811 16,084-28.371 (+).
DNA methyltransferase (CDS_0034)
32 35
27 28 2930317 33 13637

|
!
!I
|

IMGVR_UViG_3300045988_100635|3300045988|Ga0495776_143556:16,218-28,228 (+)
DNA methyltransferase (CDS_0032)
transposase (CDS_0027)
29 33
28 [3031 13435

|
i
N

I N
uvig 265130: 16,088-26,156 (+)
SspD_00001 SspD (CDS_0032)
DNA methyltransferase (CDS_0034)
28 29 3031 | 33 3536

|
|
i
| |
|

.. | | |
MGV-GENOME-0235339: 16,133-27,963 (+)
DNA binding protein (CDS_0029)
DNA methyltransferase (CDS_0034)
DrmMI1_00007 DrmMII (CDS_0033)
transposase (CDS_0028) DNA methyltransferase (CDS_0035)
‘ 31 ‘ 36
27 307 32 T3738

|
|
-
=z

- — ) N — ——
SAMNO5826696_al ct4452:16,174-28,172 (+)

DNA methyltransferase (CDS_0034)
DrmMII_00007 DrmMII (CDS_0033)

31 35
27 28 2930] 32 13637

IMGVR_UViG_3300045988_110462|3300045988|Ga0495776_064577:16,175-27,701 (+)
DNA methyltransferase (CDS_0035)
DrmMII_00007 DrmMII (CDS_0034)
transposase (CDS_0029) DNA methyltransferase (CDS_0036)

32 37
28 30317 33 13839
CoDLE v VDL DONBIDEDDD

IMGVR_UViG_3300045988_087660|3300045988|Ga0495776_059502: 16,366-28,364 (+)
DNA methyltransferase (CDS_0035)
DrmMI1_00007 DrmMII (CDS_0034)

transposase (CDS_0028) 32
27 29 3031 33 3637

IMGVR_UViG_3300045988_100923|3300045988|Ga0495776_100659: 16,172-27,854 (+)
DrmMII_00007 DrmMII (CDS_0034)

32 36
27 28 29 3031 33 35 3738
I B S . - N SN N N N S
uvig_274956: 16,135-28,414 (+)
DNA methyltransferase (CDS_0032)
MTase_II_00072 Type (EDS_0031)
transposase (CDS_0028) 33
27 29 30 13435
C_ODE A DD L IDIDEODD

IMGVR_UViG_2788500146_000002|2788500146|2788541925|2462950-2497038: 16,293-27,424 (+)
DNA methyltransferase (CDS_0032)
30 33
27 28297 31
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MGV-GENOME-0237997: 16, 294 28,853 (+)
DNA methyltransferase (CDS_0035)
33 36
2728 29 30 3132] 34 13738

|
!
i
|

IMGVR_UViG_3300008547_000022|3300008547|Ga0111055_100605: 16,174-27,696 (+)
DNA methyltransferase (CDS_0029)
27 30
22 23 2425267 28 13132

|

|

i
:

MGV-GENOME-0205085: 10,743-22,264 (+)
MTase_lI_00072 Type (CDS_0034)
32
27 28 29 30317 33 35

|
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|

MGV- GENOME 0228440: 16 294 26 579 (+
DNA methyltransferase (CDS_0040)
DrmMII_00007 DrmMII {CDS_0039)

ABC transporter (CDS_0033) 37 41
27 28 2930 31 32 34 3536 38 T4243

|

|

:
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|

e N S i ) S E—
uvig_383843:16,054-31,278 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0033)
MTase_lI_00072 Type I‘CDS_OO32)
MTase_II_00030 Type (CDS_0030)

transposase (CDS_0027)
28 29 31 3435

uvig_265707: 16,133-27,404 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0031)
MTase_II_00072 Type (CDS_0030)
MTase_lI_00030 Type (CDS_0028)
27 29 | | 3233

N . S —
MGV-GENOME-0230545: 16,170-26,902 (+)
RM_Type_Il_Type_ll_MTases FAM_2 (CDS_0032)
MTase_|I_00072 Type (CDS_0031)
MTase_II_00030 Type (CDS_0029) 33

27 28 30 | | Taass

IMGVR _UViG_3300045988 095116|3300045988|Ga0495776_189410: 16,054-26,306 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)
MTase_I_00072 Type (CDS_0034)

30
27 28 29 [31 32 33 I 3637
CODE U0 DD IDENE PRIDEDED

IMGVR_UViG_3300045988 101694|3300045988|Ga0495776_059767:16,172-28,279 (+)
RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0030)
MTase_ll_00072 Type (EDS_0029)

31
26 27 28 13233
CoDE Y0 T WDIDE D

IMGVR_UViG_3300045988_093694|3300045988|Ga0495776_146903: 16,055-26,500 (+)
DNA methyltransferase (CDS_0032)
MTase_ll_00030 Type (CDS_0030) 33

26 27 2829 31 | 13435
COEDGD)) - )R TDIDEDDD

MGV-GENOME-0235181:16,055-27,741 (+)
DNA methyltransferase (CDS_0032)
MTase_l1_00030 Type (CDS_0030) 33

26 27 2829 31 I 13435
B ODLE_ 0T D-IDE e ONDIDEDDD

IMGVR_UViG_3300045988_087210|3300045988|Ga0495776_064542:15,321-27,741 (+)
DNA methyltransferase (CDS_0033)
MTase_l1_00030 Type (CDS_0031) 34
27 28 2930 32 I 13536
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IMGVR_UViG_3300045988 093322|3300045988|Ga0495776_003230: 16,172-28,101 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)
MTase_lI_00072 Type (€DS_0034)
MTase_II_00030 Type (CDS_0032) 36

29 3031 33 | | T3738

N
o<}

MGV GENOME.0235316: 1607527951 (0
RM_Type_Il_Type_I|_MTases_FAM_2 (CDS_0035)
MTase_|1_00072 Type (CDS_0034)
MTase_II_00030 Type (CDS_0032) 36
endolysin (CDS_0023) 28 29 3031 33 | | T3738

IMGVR_UViG_3300045988_086325|3300045988|Ga0495776_003171:16,075-27,951 (+)
DNA methyltransferase (CDS_0033)
27 28 2930 31 32 3435

IMGVR_UViG_3300045988_090294|3300045988|Ga0495776_064331:15,958-27,843 (+)
DNA binding protein (CDS_0024)
DNA methyltransferase (CDS_0028)
transposase (CDS_0023)
22 25 26 27 2930

|

|
!
:

uvig_82878:12,100-23,838 (+)
DNA methyltransferase (CDS_0033)
DrmMII_00007 DrmMII (CDS_0032)

transposase (CDS_0029) 34
28 3031 13536

OTU_3498:16,273-27,098 (+)
DNA methyltransferase (CDS_0026)
25 2728

|
|
=
&
|

MGV-GENOME-0209640: 16,038-23,016 (+)
DNA methyltransferase (CDS_0034)
32
27 28 29 3031]33 3536 3940 4344

I . EE—
uvig 526845:16,163-28,267 (+)

tRNA-Pro(TGG) DNA methyltransferase (CDS_0036)
transposase (CDS_0028) 34
27 | 29 30 313233735 37 phosphoheptose isomerase (CDS_0042)

L 1 ____°L B B |} NN O] SN SN S S S S
uvig 429919:16,054-29,957 (+)
tet ABC_46_A-NCBIFAM tetracycline efflux ABC transporter Tet(46) subunit A (NFO00474.1) (CDS_0029)
DNA methyltransferase (CDS_0035)
DrmMI1_00007 DrmMI1 (CDS_0034)
transposase (CDS_0027) 32 36
25 26 28 3031] 33 13738

I B DL . L I R .
IMGVR_UViG_3300029399_000013|3300029399|Ga0242750_100381:16,036-30,167 (+)
DNA methyltransferase (CDS_0033)
DrmMII_00007 DrmMI| ICDS_0032)

transposase (CDS_0027)
28 30 34
25 26 T297 31 Ta536

I S S S BRSNS [ S — S —
IMGVR_UViG_3300029408_000009|3300029408|Ga0242748_1000272: 16,036-27,709 (+)
DrmMII_00007 DrmMII (CDS_0036)

30 32 34 38
25 26 27 28 29 [31733]35 37 [3940

[ __ _ _ ' _ _______ By ] N I B .. [ — B ]
IMGVR _UViG_3300029633 000046|3300029633|Ga0242758 100479:16,036-30,361 (+)
MTase_|I_00072 Type (CDS_0035)
33
2526 29 30 3132 34 36

I B B S . . L & [ [ ;g |
MGV-GENOME-0231187: 17,308-27,217 (+)
MTase_I1_00072 Type (CDS_0033)
31
28 2930 32 34

N
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|
I

MGV-GENOME 0231385: 16,223-27,257 (1)
25 26 27

‘ N
-

— — ¢ I LT —
MGV-GENOME-0205884: 15,886-23,516 (+)

zinc containing alcohol dehydrogenase superfamily (CDS_0035)
integrase (CDS_0030) DNA methyltransferase (CDS_0050)
transposase (CDS_0027) 40 Sigma L (VF0855) (CDS_0044) 48 51
2829 | 3132 33 34 3637 38 39] 41 42 43 45 4647 49 15253
-m - I ] - I E— I & & ' [ [ [ ]

I S S . —
uvig 432635:16,053-38,930 (+)
DNA methyltransferase (CDS_0031)
transposase (CDS_0027) 32
26 2829 30 13334

.
I
1
iI
|

IMGVR_UViG_3300029358_000013|3300029358|Ga0243818_1000876: 16,122-27,261 (+)
DNA methyltransferase (CDS_0029)
transposase (CDS_0026) 30
25 27 28 13132

|
1
]
I
|

IMGVR_UViG_3300029361_000011|3300029361|Ga0243815_1000954: 16,003-26,654 (+)
DNA methyltransferase (CDS_0029)

transposase (CDS_0026) 30
25 27 28 Ta132
LoD -t B DIDEDDD

IMGVR_UViG_3300029786_000329|3300029786|Ga0243817_1000752|130-35048: 16,123-28,588 (+)
DNA binding protein (CDS_0027)
DNA methyltransferase (CDS_0029)
transposase (CDS 0026) 30
25 | 28 13132

|
|
;I
I
|

IMGVR_UViG_3300045988 082434|3300045988|Ga0495776_104802(1-33705: 16,244-27,118 (+)
RM _Type_Il_Type_ll_MTases_ FAM_2 (CDS_0031)
MTase_lI_00072 Type (CDS_0030)

26 27 28 29 I 13334

I
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IMGVR _UViG_3300045988_046451|3300045988|Ga0495776_001486:16,016-26,503 (+)
RM_Type_ll_Type_ll_MTases_ FAM_2 (CDS_0031)
MTase_l_00072 Type (CDS_0030)

transposase (CDS_0027)
26 32
25] 28 29 13334

IMGVR_UViG_3300007524_000034|3300007524|Ga0105481_1000590: 15,996-26,415 (+)
DNA methyltransferase (CDS_0032)
DrmMI1_00007 DrmMIT(CDS_0031)
26] 28 29 30 | 3334

IMGVR_UViG_3300045988_050845|3300045988|Ga0495776_144549:15,997-26,468 (+)
phosphoadenosine phosphosulfate reductase (CDS_0029)
DNA methyltransferase (CDS_0030)

31
25 26 2728 T3233

IMGVR_UViG_3300045988_050843|3300045988|Ga0495776_100537: 16,364-27,700 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0030)
DNA methyltransferase (CDsS_0029)
DNA binding protein (CDS_0027)
transposase (CDS_0026) ‘

25 | 28 I 13233

1} I N [ N —
uvig_445096_:11,083-21,883 (+)
RM_Type_ll__Type_|ll_MTases_FAM_2 (CDS_0032)
33
27 28 29 3031 3435

|

!

i
-

MGV-GENOME-0204937: 16,240-27,037 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0032)
MTase_ll_00072 Type (CDS_0031)
DNA binding protein (CDS_0029) 33

2728 [ 30 | | [a435
LDE UL -V WDIDE DD

IMGVR_UViG_3300029785_000403|3300029785|Ga0243763_1000777|3-32256: 16,121-25,929 (+)
DNA methyltransferase (CDS_0031)
DrmMII_00007 DrmMII (CDS_0030)
‘ 32

27 28 29 13334

|
|
:
|
I%
I
|

IMGVR _UViG_3300045988 078874|3300045988|Ga0495776_145438:16,247-26,901 (+)
DNA methyltransferase (CDS_0032)

DrmMI1I_00007 DrmMII (CDS_0031)
‘ 33

27 28 29 30 13435

|

!

:
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|

MGV-GENOME-0230366: 16,038-26,814 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0032)
MTase_l_00072 Type (CDS_0031)
transposase (CDS_0028) 33
27 ABC transporter (CDS_0029) 30
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RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0031)
MTase_II_00072 Type (CDS_0030)

transposase (CDS_0028) 32
27 ABC transporter (CDS_0029) I3334
LoDt OJi B DIDIDEoDD

IMGVR_UViG_3300029335_000350|3300029335|Ga0243762_100820[1-36150: 16,121-29,825 (+)
RM_Type_ll_Type_ll_MTases FAM_2 (CDS_0037)
MTase_l_00072 Type (CDS_0036)
transposase (CDS_0028) 38
27 29 30 31 3233 34 35 13940

|
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O e S — E— E— s S E——
uvig 518508: 16,000-32,113 (+)

DNA methyltransferase (CDS_0037)
transposase (CDS_0028) 38
27 29 30 31 32 33 34 35 36 T3940

!
|
|
:

-- ] .| _________®§ ________§§9 §§8@¢ [ ___________ [ [ [}
uvig_541358:16,241-34,992 (+)
DNA methyltransferase (CDS_0037)
transposase (CDS_0028) transposase (CDS_0034) 38
27 29 30 3132 33 35 36 13940
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|
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--. ] I N B N N S— ... . [ ]
uvig_383747:15,998-33,101 (+)
DNA methyltransferase (CDS_0031)
DrmMII_00007 DrmMII(CDS_0030)
transposase (CDS_0028) 32
27 29 I33 34 39 phosphoheptose isomerase (CDS_0040)

|
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:

IMGVR_UViG_3300029315_000283|3300029315|Ga0242753_100408|103-33321: 16,120-26,870 (+)
DNA binding protein (CDS_0029)
DNA methyltransferase (CDS_0032)
DrmMII_00007 DrmMII (CDS_0031)
transposase (CDS_0028) ‘

27 | 30 Ta435

|
I
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|
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|

uvig_. 338551 16,056-27,513 (+ )
transcriptional regulator (CDS_0033)
DNA methyltransferase (CDS_0037)
rmMII_00007 DrmMII'(CDS_0036)
transposase (CDS_0029) ABC transporter (CDS_0032) ‘ 38

28 30 31 | 34 35 13940

|

|
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uvig_428358: 16,120-31,920 (+)
DrmMI1_00007 DrmMI| (CDS_0029)
31
25 26 27 28 30 [3233
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IMGVR_UViG_3300045988 041907|3300045988|Ga0495776_173887: 14,222-25,422 (+)
transposase (CDS_0027)
26 LigA (VF1220) (CDS_0031)
20 24 25] 28 29 30 32

|
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IMGVR_UViG_3300029698_000281|3300029698|Ga0245184_100795|4777-40114: 15,174-28,950 (+)
27
21 25 26| 28 32

MGV-GENOME-0241747: 16,126-24,383 (+)
25 2627 282930 31

MGV-GENOME-0238272: 16,006-25074 (+)
2526 27 2829 30

I — ——
MGV-GENOME-0229983: 16,126-24,728 (+)

25 26 272829 30

IMGVR_UViG_3300029425_000209|3300029425]|Ga0243935_100019(225316-256237: 15,886-24,765 (+)
25 26 27 28 29 3031 32

IMGVR_UViG_3300045988_079791|3300045988|Ga0495776_175146:16,126-26,681 (+)
14 13 121110 9

-
w

MGV- GENOME 0184873: 801 11 205 ()
25 26 27

N
oo

29 30 313233 34

IMGVR_UViG_3300045988_076697|3300045988|Ga0495776_162817:16,126-29,554 (+)
27
25 26] 28 29 30 313233 34
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| 1215 (+)

DNA binding proTtein (CDS_0030)
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