radical SAM domain protein (CDS_0044)

RM_Type_ll__Type_ll_MTases_FAM_2 (CDS_0042) pyrophosphatase (CDS_0046)
41 I 43 cysH_IV-B_1 (CDS_0045 47 48 49 50

o O B Hf O O{ )

I I
IMGVR_UViG_3300014559_000005|3300014559|Ga0134386_100290: 27,955-35,500 (+)
MTase_I1_00173 Type (CDS_0042) pyrophosphatase (CDS_0047)
e ———————————— . ————————————— N
IMGVR_UViG_3300029090_000114|3300029090|Ga0169218_100310[6176-43843:29,024-37,666 (+)

pyrophosphatase (CDS_0043)
44

I, B, — O PDhETD—

I —— EE—
IMGVR_UViG_3300029582_000360|3300029582|Ga0245118_100024(97610-137700: 32,063-40,089 (+)

radical SAM domain protein (CDS_0047)

39 40 41 42 46 48 pyrophosphatase (CDS_0049)
OE— ) ) A ) I, B, I, B N
uvig 426588:28,111-37,995 (+)
43 44 45
DE— ) ) — ) oD O——1

I ——
IMGVR_UViG_3300006739_000307|3300006739|Ga0101793_100326|140-36701: 26,461-36,560 (+

BEh— ) )

IMGVR_UViG_3300007356_000236|3300007356|Ga0104763_100367]9451-50013: 30,206-40,5

e )

IMGVR_UViG_3300029037_000187|3300029037|Ga0169705_100070|93-34949: 24,785-34,855 (+)

IMGVR_UViG_3300029848_000359|3300029848|Ga0245285_1000069|16448-57149: 30,343-40,700 (+)
38 39 radical SAM domain protein (CDS_0043) 44 pyrophosphatase (CDS_0045)
e ——————————
IMGVR_UViG_7000000081_000152|7000000081|SRS017307_Baylor_scaffold_9937:25,154-35,252 (+)
40 46 radical SAM domain protein (CDS_0047)

I, I, 0 ) I, N, N,

uvig 70623:27,867-36,988 (+)
pyrophosphatase (CDS_0043)

B { [ r O— £ Ot ol H{ 5

e ——
IMGVR_UViG_7000000624_000474|7000000624|SRS024435_LANL scaffold_22354(3-33435:23,841-33,431 (+)

46 47

%

[oN
-

(+)
44 45

'Eg
@

45 46 47

%

1

J

pyrophosphatase (CDS_0043) terminase large subunit (CDS_0001)

[
—L ) I ) — ) I, B, B, \ ) )
1 N N

uvig_91717:24,560-34,663 (+); 1-1,860 (+)
pyrophosphatase (CDS_0049)

— ) ) — T O TOD

e —— EE—
IMGVR_UViG_3300029539_000140|3300029539|Ga0244892_100449: 31,233-40,097 (+)

?

47 pyrophosphatase (CDS_0049)

| N
IMGVR_UViG_3300029370_000004|3300029370|Ga0243957_100646: 29,154-38,169 (+)
44 45 radical SAM domain protein (CDS_0051) 52

DL ) ) — A OO HO—{

e —
uvig_266135:35,468-45230 (+)

f

phosphoadenosine phosphosulfate reductase (CDS_0045)
MTase_I_00172 Type (CDS_0044)

36 39 43 \ pyrophosphatase (CDS_0046)
D ) I LA i I, - )
uvig 435816 _:26,229-35,277 (+)

38 39 44 45

%

]
IMGVR_UViG_3300014798_000228|3300014798|Ga0134382_1000257|14141-51178:26,269-37,036 (+)

41 42 43
I

IMGVR_UViG_3300030032_000315|3300030032|Ga0245332_100090|11234-47592: 25,767-36,357 (+)

37 radical SAM domain protein (CDS_0044) 45

LU ) ) ) — i I, N

I
IMGVR_UViG_3300007797_000308|3300007797|Ga0105663_100309|2-35620: 25,296-35,617 (+)

radical SAM domain protein (CDS_0049) phosphoadenosine phosphosulfate reductase (CDS_0050)

uvig 481285:30,428-40,381 (+)

46 47 radical SAM domain protein (CDS_0048)
I
uvig 43450_:26,243-36,116 (+)
47 48

I, R N, R, N, N, N W, D e W N, W

I
IMGVR_UViG_3300029852_000364|3300029852|Ga0245291_100084|7165-44580: 27,545-36,500 (+)
42 44 radical SAM domain protein (CDS_0045)

I I D N S O I B, N,

I I
uvig_492502: 24,144-32,443 (+)

47 MTase_|I_00172 Type (CDS_0048)

uvig 371103:27,714-37,081 (+)

DI I N, I, R, N— I, B, W, B,

ey o Y YT Y Y YCY S e
IMGVR_UViG_3300023496_000308|3300023496|Ga0257043_100204(7776-44931:26,632-36,237 (+)

DI D D, B D, ———_ OO

e ]
IMGVR _UViG_3300029564 000211[3300029564|Ga0244919 100043|133367-170512:26,845-36,418 (+)
25 26

I N N R N— W T e W, W, W

e ——— ——
uvig_484715:12,359-20,482 (+)

21 radical SAM domain protein (CDS_0022)

I N D, I N— I B, N,

I — —
uvig_99836:8,472-17,272 (+)

45 46 51 52

I, D R N, B R S b D o W, N, R,

e ——
IMGVR_UViG_7000000192_000104|7000000192|SRS017821 Baylor_scaffold_6630:29,857-38,556 (+)

45

DO— &0 ¢ H—{{ - OO

I —— ——
uvig_517296:26,284-35,396 (+)

radical SAM domain protein 37

I N O N, e N,

I

uvig_534403:23,869-27,659 (+)

} 4000 nt {

DNA, RNA and nucleotide metabolism connector head and packaging moron, auxiliary metabolic gene and host takeover other unknown function defence (DefenseFinder)
I N

defence (PADLOC)
I




