RM_Type_|_MTases_FAM_0 (CDS_0062)
53 54 55 56 57 58 59 60 61 \ 63 64 65 66 67 68 69 70holin (CDS_0071)

uvig_359160: 34,691-44,094 (+)
RM_ Type_|_MTases_ FAM_0 (CDS_0052)
42 46 48 49 50 51 [ 53 54 55 56

SAMNO06164792_al _ct20950: 28,134-37,803 (+)
RM_ Type_|_MTases_FAM_0 (CDS_0058)
53 54 55 56 57 [ 59 60 61 62

MGV-GENOME-0313366:30,273-39,675 (+)
RM__Type_|_MTases_FAM_0O (CDS_0058)
51 53 54 55 56 57 | 59 60 61

o
N

— — ——— ——§» ———— ————  —— ] - ——
IMGVR_UViG_3300045988_169158|3300045988|Ga0495776_ 165799 29 998-39,675 (+)
RM__Type_|_MTases_FAM_0 (CDS_0059)
55 56 57 58 { 60 61 62

—— T — . e — — T —  ——
uvig_338489:33,475-42,879 (+)

RM_Type_| MTases_FAM_0 (CDS_0052)
47 48 49 5051 53 54 55 56

IS . EE——
IMGVR_UViG_3300029334_000251|3300029334|Ga0243717_1000389(9199-52426:28,711-38,111 (+)

51 52 53 54

uvig 215073:30,261-36,700 (+)
MTase_lI_00030 Type (CDS_0065)
64 66 67 68

uvig_428698:40,649-47,758 (+)
49 50 51 52 53 54 55

uvig_211454:30,208-36,458 (+)
53 54 55 56 57 58

. — S S E—— —
uvig_74425:39,048-46,328 (+)

39 40 41 42

MGV-GENOME-0267313: 27,580-34,013 (+)
phosphoadenosine phosphosulfate reductase (CDS_0066)
60 61 62 63 64 65 67

I
uvig 451551:34,546-42,620 (+)
MTase_II_00030 Type (CDS_0049) DNA methyltransferase (CDS_0053)
48 transposase (CDS_0050) 51 52 54 55

|
!
|+
|

IMGVR_UViG_3300045988_151809|3300045988|Ga0495776_092752:29,007-38,627 (+)
endolysin
65 69 70 71 72 73 78

uvig_200480: 46,144-53,702 (+)
DS-15_DS-15A (CDS_0048)
47 49 54 55 56 57 58

— —— EEE— E—
IMGVR_UViG_3300045988_126894|3300045988|Ga0495776_173332:29,379-36,727 (+)

35 36 37 38 39 40 endolysin (CDS_0045)
E o Db bt OO e
uvig_454056:21,022-29,042 (+)
49 50 51 52 56 57 58 59 60

IMGVR_UViG_3300045988_124902|3300045988|Ga0495776_055936:31,160-38,496 (+)
3000 nt i
integration and excision lysis moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder) defence (PADLOC)
— I




