metal-dependent phosphohydrolase (CDS_0050)
PDC-M11B_WP_204471233.1 (CDS_0045)

43 44 46 47 48 49 51 52 53 54 55
5 I 1 — —
IMGVR_UViG_3300045988_021674|3300045988|Ga0495776_099813:32,062-37,221 (+)

endolysin (CDS_0030) 34 35 metal-dependent phosphohydrolase (CDS_0036)

I W W

uvig_230790: 24,102-29,550 (+)
PDC-M11B_WP_204471233.1 (CDS_0031)

replication initiation protein (CDS_0027) 34 35 metal-dependent phosphohydrolase (CDS_0036)

\
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— —— — — ————— — — — ———— —
MGV-GENOME-0250115:22,415-28,896 (+)

51 52 53 metal-dependent phosphohydrolase (CDS_0054)

I I— —
IMGVR_UViG_3300029548_000008|3300029548|Ga0245003_100556: 34,910-41,127 (+)

39 40 metal-dependent phosphohydrolase (CDS_0041)

MGV-GENOME-0268119:26,861-33,079 (+)

i
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I

MGV-GENOME-0265952:26,815-32,419 (+)
55 56 57 62

" —— |
uvig_594982:36,088-42,001 (+)

50 51 52

MGV-GENOME-0319412: 35,215-40,818 (+)
replication initiation protein
HNH endonuclease (CDS_0056) 57

i

IMGVR_UViG_3300045988_056291|3300045988|Ga0495776_185681:34,704-39,434 (+)
HNH endonuclease (CDS_0052) 53 58

IMGVR_UViG_3300045988_022175|3300045988|Ga0495776_132631:32,502-37,377 (+)
54 HNH endonuclease (CDS_0055)

I
MGV-GENOME-0311209: 36,549-41,125 (+)

nucleoside 2-deoxyribosyltransferase (CDS_0083)
HNH endonuclease (CD$_0082)
80 81 \ metal-dependent phosphohydrolase (CDS_0084)

i+

uvig 485398:61,950-68,745 (+)
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IMGVR_UViG_3300045988_023516|3300045988|Ga0495776_117141:35,735-41,366 (+)
10 9  metal-dependent phosphohydrolase (CDS_0008)

I
MGV-GENOME-0253153:574-6,249 (-)

metal-dependent phosphohydrolase (CDS_0032)
30 31 34

I ———— R
MGV-GENOME-0231284:20,782-26,361 (+)
56 57 58
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MGV-GENOME-0315862: 36,696-42,765 (+)

55) 56 57 58

MGV-GENOME-0305779: 36,284-41,522 (+)

! IS
o
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uvig_268499:33,123-37,499 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0058)
59 metal-dependent phosphohydrolase (CDS_0060)

T I v E—
IMGVR_UViG_3300045988_031190|3300045988|Ga0495776_150443: 36,272-43,380 (+)

RM_Type_lI__Type_ll_MTases_FAM_2 (CDS_0045) metal-dependent phosphohydrolase (CDS_0046)

uvig 494618:31,963-38,283 (+)
DNA methyltransferase (CDS_0056)
54 55 metal-dependent phosphohydrolase (CDS_0057)

I —
IMGVR_UViG_3300045988_036414|3300045988|Ga0495776_148298: 35,242-42,057 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0052) metal-dependent phosphohydrolase (CDS_0053)

B —e———
IMGVR_UViG_3300045988_032063|3300045988|Ga0495776_028288: 35,975-42,321 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0042) metal-dependent phosphohydrolase (CDS_0043)

T I
MGV-GENOME-0274205:26,984-33,810 (+)

DNA methyltransferase (CDS_0055)

[
s
[
[eN

MGV-GENOME-0306308: 35,244-41,591 (+)

DNA methyltransferase (CDS_0051)
50 metal-dependent phosphohydrolase (CDS_0052)

T —
IMGVR_UViG_3300045988_024304|3300045988|Ga0495776_177859:31,791-38,888 (+)

DNA methyltransferase (CDS_0054)
53 55

—
MGV-GENOME-0306766:35,029-41,534 (+)

DNA methyltransferase (CDS_0025)
HNH endonuclease (CDS_0023)
22 24 metal-dependent phosphohydrolase (CDS_0026)
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MGV-GENOME-0207938: 15,859-23,299 (+)
DNA methyltransferase (CDS_0053)

HNH endonuclease (CDS_0051)
44 50 52 54

MGV-GENOME-0309399:32,379-41,109 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0024)

HNH endonuclease (CDS_0023) metal-dependent phosphohydrolase (CDS_0026)
22 \ DNA methyltransferase (CDS_0025)

— ——
MGV-GENOME-0207690: 15,865-23,261 (+)

48 HNH endonuclease (CDS_0049)

s S E—
MGV-GENOME-0328722:30,954-36,369 (+)

- — — ]
IMGVR_UViG_3300045988_038397|3300045988|Ga0495776_158619:35,086-42,315 (+)

43

42
S I — |

MGV-GENOME-0271669: 28,389-33,854 (+)

metal-dependent phosphohydrolase (CDS_0026)
24 25 30

) —
MGV-GENOME-0201927:13,661-19,079 (+)

47 53 54 55 metal-dependent phosphohydrolase (CDS_0056)

— e
IMGVR_UViG_3300045988_034860|3300045988|Ga0495776_028286:33,750-42,007 (+)

48 49 50 metal-dependent phosphohydrolase (CDS_0051)

—— — — — — ——— 1 —
IMGVR_UViG_3300045988_043396|3300045988|Ga0495776_171459:31,709-39,562 (+)

52 53 54  metal-dependent phosphohydrolase (CDS_0055)
| e | A N— e E—
IMGVR _UViG_3300045988_041949|3300045988|Ga0495776_096933:32,845-41,050 (+)
49
e S

MGV-GENOME-0306795: 32,708-38,201 (+)
SspD_00001 SspD (CDS_0052) HNH endonuclease (CDS_0053)

MGV-GENOME-0301147: 33,929-41,074 (+)
SspD_00001 SspD (CDS_0050) metal-dependent phosphohydrolase (CDS_0051)

EEm—
IMGVR_UViG_3300030379_000049|3300030379|Ga0167483_1000476: 33,275-40,327 (+)

RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0049) HNH endonuclease (CDS_0052)
[ SspD_00001 SspD (CDS_0051)

I —
MGV-GENOME-0294019:31,683-39,287 (+)

HNH endonuclease (CDS_0024)
20 21 SspD_00001 SspD (CDS_0023)

MGV-GENOME-0189198: 14,469-20,243 (+)
SspD_00001 SspD (CDS_0052) HNH endonuclease (CDS_0053)

MGV-GENOME-0297369:32,915-40,070 (+)
SspD_00001 SspD (CDS_0026) HNH endonuclease (CDS_0027)

———
MGV-GENOME-0208823:18,813-23,659 (+)

SspD_00001 SspD (CDS_0031) HNH endonuclease (CDS_0032)

S ——
MGV-GENOME-0225689: 20,863-26,638 (+)
53 HNH endonuclease (CDS_0054)

IMGVR_UViG_3300029618_000315|3300029618|Ga0245134_100400|71-48755: 37,596-42,752 (+)
SspD_00001 SspD (CDS_0052) 53 metal-dependent phosphohydrolase (CDS_0054)

I —
uvig_397879:35,778-41,816 (+)

SspD_00001 SspD (CDS_0037) metal-dependent phosphohydrolase (CDS_0038)

MGV-GENOME-0255847:24,158-30,197 (+)
HNH endonuclease (CDS_0052)
SspD_00001 SspD (CDS_0051)

S B
IMGVR_UViG_3300045988_038566|3300045988|Ga0495776_005936: 34,930-40,705 (+)
metal-dependent phosphohydrolase (CDS_0053)
SspD_00001 SspD (CDS_0052) 54

uvig_291087: 34,990-41,030 (+)
53 54 HNH endonuclease (CDS_0055)

s N S E—
IMGVR_UViG_3300029390_000008|3300029390|Ga0243991_1000373: 35,847-41,622 (+)
52 53 54

T T T
MGV-GENOME-0298496: 34,691-40,474 (+)

tail assembly chaperone (CDS_0013)
tail length tape measure protein (CDS_0014) SspD_00001 SspD (CDS_0019) metal-dependent phosphohydrolase (CDS_0020)

" ——— —— ]
MGV-GENOME-0187549:10,197-18,676 (+)

HNH endonuclease (CDS_0052)
SspD_00001 SspD (CDS_0051) 56

S
IMGVR_UViG_3300045988_054533|3300045988|Ga0495776_178387:34,121-39,985 (+)
SspD_00001 SspD (CDS_0050) metal-dependent phosphohydrolase (CDS_0051)

- s EESa———
IMGVR_UViG_3300045988_034255|3300045988|Ga0495776_165471:34,476-40,042 (+)
SspD_00001 SspD (CDS_0042) 43

N -
MGV-GENOME-0308031:27,785-34,721 (+)

HNH endonuclease (CDS_0028) DNA methyltransferase (CDS_0031)
27 29 30 35

e
MGV-GENOME-0232265: 18,959-26,266 (+)
50 51 55 56 57

— Y ——— —— ———— —————— —— ——— ]
MGV-GENOME-0308558:33,972-41,126 (+)

49  endolysin (CDS_0050) HNH endonuclease (CDS_0055)

IMGVR_UViG_3300045988_052020|3300045988|Ga0495776_184928: 33,547-40,497 (+)
51 52

s I S E—
MGV-GENOME-0307230: 34,993-40,705 (+)

ivig_3398:36,484-43,600 (+)
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IMGVR_UViG_3300018471_000198|3300018471|Ga0194148_153748(447-48743:32,920-40,459 (+)

%

[ — ———
MGV-GENOME-0291193:29,885-37,346 (+)

MGV-GENOME-0303159: 29,969-37,467 (+)

22
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MGV-GENOME-0202613:15,016-21,237 (+)

MGV-GENOME-0307693:34,014-41,148 (+)

IMGVR_UViG_3300045988_042290|3300045988|Ga0495776_116863:33,383-41,182 (+)
endolysin (CDS_0049) PDC-M11B_WP_204471233.1 (CDS_0050)

e =
MGV-GENOME-0326753: 33,310-40,551 (+)

PDC-M11B_WP_204471233.1 (CDS_0051)
endolysin (CDS_0050)

I N S —— R—
IMGVR_UViG_3300045988_033528|3300045988|Ga0495776_148972:33,387-40,804 (+)

PDC-M11B_WP_204471233.1 (CDS_0026)
endolysin (CDS_0025)

I e S——
uvig_179100: 18,144-24,093 (+)

endolysin (CDS_0056) PDC-M11B_WP_204471233.1 (CDS_0057)

uvig_508862:40,198-47,544 (+)
PDC-M11B_WP_204471233.1 (CDS_0069)

ivig_1864:55,583-62,683 (+)
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MGV-GENOME-0306056: 33,483-40,654 (+)

v
g

MGV-GENOME-0313398: 36,397-43,544 (+)
PDC-M11B_WP_204471233.1 (CDS_0049)
endolysin (CDS_0048)
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uvig_777083:32,729-40,678 (+)
PDC-M11B_WP_204471233.1 (CDS_0054)

—
uvig_544966:34,603-40,987 (+)
PDC-M11B_WP_204471233.1 (CDS_0031)

e e R 55—
MGV-GENOME-0298738:20,884-27,433 (+)

PDC-M11B_WP_204471233.1 (CDS_0041)

uvig_475075:33,169-38,265 (+)
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I
uvig_335145: 37,890-44,382 (+)
36 37 42

IMGVR_UViG_3300045988 011188|3300045988|Ga0495776_178673:28,586-36,225 (+)

uvig_540504:31,382-37,288 (+)

MGV-GENOME-0286860: 28,592-35,524 (+)
52 53

MGV-GENOME-0307101: 34,059-41,425 (+)
head closure (CDS_0012) Type-I11-B_CnuA (CDS_0014) tail length tape measure protein (CDS_0015) 20

MGV-GENOME-0193947:9,640-19,159 (+)
transposase (CDS_0049) transposase (CDS_0050)

E— —— e T I
MGV-GENOME-0308753:33,533-41,165 (+)

26 27 33 34

MGV-GENOME-0237817:20,579-27,807 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0041)
38 40 \ 43
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MGV-GENOME-0299433:30,031-37,551 (+)
3000 nt i
DNA, RNA and nucleotide metabolism connector integration and excision lysis other tail unknown function defence (DefenseFinder) defence (PADLOC)
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