transcriptional regulator (CDS_0050) SspD_00001 SspD (CDS_0056)
primase (CDS_0049) 51 52 53 57

5960 61 62 63

e E—
uvig 282257:32,768-44,696 (+)
47 48 49 50

P ——
IMGVR_UViG_3300045988_031203|3300045988|Ga0495776_163202: 28,719-40,202 (+)

P ——
MGV-GENOME-0315020: 32,738-44,227 (+)

P —
MGV-GENOME-0315715:32,632-44,213 (+)

Lamassu-Fam__ LmuB_SMC_Cap4_nuclease_|l (CDS_0054)
55 56 57 58 61

AEE—— —
IMGVR_UViG_3300045988_073749|3300045988|Ga0495776_000627: 33,046-44,772 (+)

Holliday junction resolvase (CDS_0063)
53 54 55 56 62

e I E—— e S O S — |
IMGVR_UViG_3300045988_187530|3300045988|Ga0495776_187851(2-51357:31,751-44,162 (+)

50 51 52 53 54 60 61

I I —r — —— ———— — — — —————————— —— ]
IMGVR_UViG_3300045988_186649|3300045988|Ga0495776_142074|272-52275: 32,410-44,306 (+)

47 48
——— —ay— ——————— — —— — — | ——]

. I —
IMGVR_UViG_3300045988_084769|3300045988|Ga0495776_096904:28,669-40,329 (+)
58 59 60 Holliday junction resolvase

e~~~ T~ ——————————————————] N [ S N R
IMGVR_UViG_3300045988_114821|3300045988|Ga0495776 057652:35,972-45,682 (+)
55 56 nucleoside triphosphate pyrophosphohydrolase (CDS_0057)

e
IMGVR_UViG_3300029365_000012|3300029365|Ga0243866_1000691: 35,134-45,362 (+)
54 nucleoside triphosphate pyrophosphohydrolase (CDS_0055)

i
IMGVR_UViG_3300045988_187926|3300045988|Ga0495776_078140[2074-51399:32,566-41,883 (+)

55
[ N PO, b, O — S — .
IMGVR_UViIG_3300045988_111373|3300045988|Ga0495776_047315: 34,045-42,398 (+)
Mom-like DNA modification protein (CDS_0057)

54
1 S A

MGV-GENOME-4425707: 34,731-44,169 (+)
Mom-like DNA modification protein (CDS_0042) 43

MGV-GENOME-0295066: 28,036-37,614 (+)

51
[F—0 E—E U R U VRN B Y

MGV-GENOME-0302357:30,099-39,548 (+)

Mome-like DNA modification protein (CDS_0037)
35 36 38

I
MGV-GENOME-0254652:19,660-29,741 (+)

Mom-like DNA modification protein (CDS_0027)
Lamassu-Fam_ LmuB_SMC_Cap4_nuclease_ll (CDS_0024) 28

-_l\—>i—>--l_.D-l

IMGVR UViG 3300045988,112970|3300045988\GaO4957767181595 10,929-21,016 (+)

DNA methyltransferase (CDS_0066)

I
IMGVR_UViG_3300029856_000349|3300029856|Ga0245296_100344|2-63928: 45,659-56,138 (+)
53 56

I I  W— I E— E—
IMGVR_UViG_3300045988_092650|3300045988|Ga0495776_158587:34,647-42,412 (+)

49

MGV-GENOME-0329744: 30,853-40,355 (+)
DNA methyltransferase (CDS_0045)

MGV-GENOME-0348716:29,112-38,996 (+)

uvig_379152:35,216-45,101 (+)
DNA methyltransferase (CDS_0023)

]
IMGVR_UVIG_2775507069_000006|2775507069|2775537635|52927-110232: 10,528-20,413 (+)
54 Lamassu-Fam__ LmuB_SMC_Cap4_nuclease_ll (CDS_0055)

[
MGV-GENOME-0317118:34,167-44,537 (+)
Lamassu-Fam__LmuB_SMC_Cap4_nuclease_Il (CDS_0048)
SbcD-like subunit of palindrome specific endonuclease (CDS_0047) [ 49

I

MGV-GENOME-0303005:29,111-39,847 (+)

I 4000 nt {

DNA, RNA and nucleotide metabolism other transcription regulation unknown function defence (DefenseFinder) defence (PADLOC)
I




