Erf-like ssDNA annealing protein (CDS_0050)
51 52 53 54 55 56 57 58 59 60 61 62 terminase small subunit (CDS_0063)

e ————— —————— 1
MGV-GENOME-0262664:31,791-37,525 (+)
52 56 57 58 59 60 61

IMGVR_UViG_3300045988_027104|3300045988|Ga0495776_153943:31,791-37,525 (+)
58 59 60 61 62 63

s e S  E— R R — —
SRS044535_al ct23130:33,063-39,059 (+)

57 58 59 60 61 62 1 2 3

e, ————— & — —— —— T —— ]
IMGVR_UViG_3300045988_056082|3300045988|Ga0495776_009290: 33,180-38,980 (+); 1-3,565 (+)
58 59 60 61 62 63 64 65

uvig_384490:32,227-38,607 (+)
56 57 58 59 60 61 62 63

I E——  — - I E—
IMGVR_UViG_3300029414_000009|3300029414|Ga0243798_100904: 33,721-39,369 (+)
55 56 57 58 59 60 61 62

L e ee——— N ____ ] - N S

IMGVR_UViG_3300029763_000008|3300029763|Ga0243796_100996: 33,044-38,693 (+); 1-3,568 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0050)

Mu Gam-like end protection (CDS_0039) 45 46 47 48 49 51 52

| .
|

uvig_383813:27,943-36,685 (+)
28 29 30 31 32 33 34

uvig_395815:15,748-21,634 (+)
47 51 52 53 54 55 56 57 58

T N —— N R —
MGV-GENOME-0262603:30,003-35,371 (+)

34 35 36 37 38 39 40 41

e e - — — — 1 ] —
MGV-GENOME-0183182:19,755-25,158 (+)

56 60 61 62 63 64
e ——— e I R E— —
uvig 449723:36,909-42,059 (+)

53 57 58 59 60 61 62
e . W R S — —

uvig 568792:33,148-38,574 (+)
51 52 53 54 55

IMGVR_UViG_3300045988_057051|3300045988|Ga0495776_161544:31,079-36,450 (+)
56 57 58 59 60 61 62

IMGVR_UViG_3300045988_033578|3300045988|Ga0495776_128084:33,074-39,138 (+)
56 57 58 59 60 61 62

IEE— — E— —— —
uvig_78663:33,074-39,138 (+)

57 58 59 60 61 62 63

e —————— — — —— —
MGV-GENOME-0264043:32,951-39,160 (+)
57 58 59 60 61 62 63

I I I
IMGVR_UViG_3300045988_050659|3300045988|Ga0495776_ 128149 32,951-39,160 (+)

MTase_lI_00030 Type (CDS_0060)
50 54 55 56 57 58 59 61 62

SAMNO5826761_al_ct5516:31,835-38 838( )
57 58 59 60 61

. — —
uvig_592482:33,429-38,965 (+)

59 60 RM_Type_ll_Type_ll_ MTases_FAM_0 (CDS_0061)

IMGVR_UViG_3300045988 025374|3300045988iGaO495776 026431:33,630-38,814 (+)
51 52 RM_Type_ll_Type_|ll_ MTases_ FAM_0 (CDS_0053)

MGV-GENOME-0238356:29,074-34,971 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0043)
39 4041 42 44 45

I — N S — —
uvig 336943:23,355-30,287 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0043)
39 4041 42 44 45

I — N S —
MGV-GENOME-0213061:23,368-30,300 (+)

54 55 radical SAM domain protein (CDS_0056)

uvig 40917:30,888-36,514 (+)
RM_Type_llI_Type_ll_MTases_FAM_0 (CDS_0058)
53 54 55 56 57 59 60

MGV-GENOME-0278366: 31,440-38,936 (+)
RM _Type_Il_Type_|ll_MTases_FAM_O (CDS_0046)
41 42 43 44 45 47 48

MGV-GENOME-0239213: 24,565-32,169 (+)
RM_Type_Il_Type_ll_MTases_FAM_0 (CDS_0031)
26 27 28 29 30 [32) §8S)

MGV-GENOME-4359261:12,055-19,551 (+)
RM_Type_ll_Type_ll_MTases_FAM_O (CDS_0058)
54 55 56 57 59 60

MGV-GENOME-0265214: 32,448-39,364 (+)
RM_Type_Il_Type_ll_MTases_FAM_O (CDS_0059)
51 55 56 57 58 60 61

i
;
ii

I — S S E—
MGV-GENOME-0265203: 32,444-39,362 (+)

RM_Type_ll_Type_ll_MTases FAM_0 (CDS_0059)
55 56 57 58 60 61

i
i
i

IMGVR _UViG_3300045988 034135|3300045988|Ga0495776_025714:32,444-39,362 (+)
RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0068)
3 64 65 66 67 69 70

o

uvig 19170:44,412-51,765 (+); 1-3,566 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)
50 54 55 56 57 59 60

MGV-GENOME-0265477:32,443-39,415 (+); 1-3,566 (+)
RM_Type_|_MTases_FAM_0 (CDS_0056) 57 5859 60 61

e - — I —] —

IMGVR_UViG_3300045988_047551|3300045988|Ga0495776_177934:32,995-39,887 (+)
RM_Type_|_MTases_FAM_0 (CDS_0056) 57 5859 60 61

e e I s W S W— —

MGV-GENOME-0268804: 33,209-40,047 (+)
RM_Type_l_MTases FAM_0(CDS_0055) 56 57 58 59

I S —— —
IMGVR_UViG_3300045988_013056|3300045988|Ga0495776_125846:31,859-38,163 (+)

RM_ Type_l_MTases FAM_0 (CDS_0059)
57 58 60 6162 63

1 I R — I
IMGVR_UViG_3300045988_042901|3300045988|Ga0495776_071833:32,680-40,171 (+)
RM_ Type_|_MTases_FAM 0 (CDS_0059) 60 61 62 63
e N 1 S —
IMGVR_UViG_3300045988 014587|3300045988|Ga0495776_111290:33,592-39,937 (+)
RM_Type_|_MTases_FAM_0 (CDS_0053) 54 55 56 57 58
e — I S S '
MGV-GENOME-0257508:29,457-36,116 (+)
RM_Type_Il_Type_Il_MTases_FAM_0 (CDS_0053)
RM__Type_|_MTases_FAM_0 (CDS_0050)
48 49 51 52 54 55
o Dbl hE T no—0
IMGVR_UViG_3300045988 051123|3300045988|Ga0495776_143639:27,661-35,206 (+)
RM_Type_|_MTases_FAM_0 (CDS_0043)
41 42 44 45 RM_Type_|l_Type_|l_MTases_FAM_0 (CDS_0046)

i
i

S 1
MGV-GENOME-0232801:26,925-33,868 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0057)
RM_Type_|_MTases FAM_0 (CDS_0054)
52 53 55 56 58

|
|

I | — N S E— —
uvig_331284:30,734-38,149 (+)

RM_Type_|_MTases_FAM_0 (CDS_0045)
44 46 47 48 RM Type_Il_Type_|l_ MTases_FAM_O (CDS_0049)

e e ] —
MGV-GENOME-0223195:24,719-32,096 (+)

RM__ Type_|_MTases_FAM_0 (CDS_0063)
57 61 62 64 65 66 67

| e 1 S I
IMGVR_UViG_3300045988_049587|3300045988|Ga0495776_071921:33,230-40,206 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)
RM_Type_|_MTases_FAM_0 (CDS_0055)
54 56 57 59 60

w
w

uvig 228647:33,796-41,936 (+)

59
RM_Type_|_MTases FAM 0 (CDS 0056) 57 58 |60 61

e ———— ] —
IMGVR_UViG_3300006463_000025|3300006463|Ga0100176_1000748: 31,301-37,628 (+)
60
RM__Type_|_MTases_FAM_0 (CDS_0056) 57 58579T 61
e . e — —

MGV-GENOME-0261451:32,457-38,708 (+)
59
RM_ Type_|_MTases_FAM_0 (CDS_0056) 57 58 T@ 61

MGV-GENOME-0255253:31,306-37,634 (+); 1-3,566 (+)

59
RM_Type_l_MTases_FAM_0 (CDS_0056) 57 SST@ 61

| — N E——
IMGVR_UViG_7000000032_000134|7000000032|SRS024132_Baylor_scaffold_4375:31,229-37,570 (+); 1-3,566 (+)

DNA methyltransferase (CDS_0054)
53 55 56 57 58

IMGVR_UViG_3300045988_055754|3300045988|Ga0495776_041257:31,849-37,857 (+)
RM__Type_|_MTases_FAM_0O (CDS_0061)
57 58 59 60 62 63 64 65 66 67

ii

L e ——————— . | & [ . |} I
uvig_240179:35,718-43,852 (+)
56 60 61 62 63
D oo [ | I
uvig 453935:36,193-40,922 (+)
49 53 54 55 56

IMGVR_UViG_3300029430_000379|3300029430|Ga0243922_ 100643|11511 46995 30,503-35,484 (+)
54 55 56 57 radical SAM domain protein (CDS_0058)

uvig_96062:32,360-38,406 (+)
57 58 59 60 radical SAM domain protein (CDS_0061)

I S E— R E—  —
IMGVR_UViG_3300045988_050475|3300045988|Ga0495776_071554: 33,685-40,053 (+)

54 55 56 57 RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)

IMGVR_UViG_3300045988_054711|3300045988|Ga0495776 043279 32,287-38,765 (+)
55 56 57 58 59 60

| I
IMGVR_UViG_3300045988_078301|3300045988|Ga0495776_125774:32,693-38,143 (+)
radical SAM domain protein (CDS_0059)
55 56 57 58 radical SAM domain protein (CDS_0060)

I — R E— — —
uvig_199229:32,180-38,016 (+)

55 56 57 58

SAMNO06164489_al ct26430_vs1:32,501-37,337 (+)
65 66 67 6869 70

uvig_20303:44,631-50,030 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0038)
34 35 36 37 39 40

uvig_309353:20,380-26,611 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0051)
47 48 49 50 52 53

uvig_188984: 28,300-35,139 (+)
RM_Type_Il__Type_ll_MTases_FAM_2 (CDS_0045)
42 43 44 46 47

i

. ——— N  S— —
SAMNO5414977 _al_ct282356_vs1:25,331-31,366 (+)

RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0058)
54 55 56 57 59 60 61

I ——— . —
MGV-GENOME-0259524:31,686-38,364 (+)

RM_Type_|l_Type_lI_MTases_FAM_2 (CDS_0059)
55 56 57 58 60 61

I —— N . E—
SAMEA2579937 _al ct34347 _vs1:31,610-38,287 (+)

RM_Type_|l_Type_ll_MTases_FAM_2 (CDS_0062)
58 59 60 61 63 64

I —
uvig 557629:35,963-42,611 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0059)
DNA methyltransferase (CDS_6057)
53 54 55 56 | 58 i 60 61

IMGVR_UViG_3300045988_023514|3300045988|Ga0495776_043394:31,760-38,803 (+)
50 51 52 53 54 5556 57

MGV-GENOME-0284991: 27,842-34,027 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0057)
54 55 56 58 59

e —
MGV-GENOME-0262151:30,438-37,364 (+)
RM_Type_lI_Type_ll_MTases_FAM_0 (CDS_0057)

54 55 56 58| W55
[ m—; N, W, /g S, B S g W W gy W
IMGVR_UViG_3300045988_047519|3300045988|Ga0495776_153836: 30,438-37,364 (+)
57 58 59 60 61
I e S W — — ——
uvig_156749:32,298-37,691 (+)
51 52 53 54 55

P I N B I
IMGVR_UViG_3300045988_034177|3300045988|Ga0495776_172901: 30,620-36,098 (+)
59 60 61 62 63 64 65 6667

uvig_208781:42,299-48,535 (+)
56 57 58 59 60 61 62

EEEE—— S — — I R R S — I ——
IMGVR_UViG_3300023505_000016|3300023505|Ga0257035_100498: 32,948-39,315 (+); 1-3,565 (+)

55 56 57 58 59

MGV-GENOME-0247613:31,275-36,345 (+); 1-3,565 (+)
54 55 56 57

uvig_311876:82,296-37,592 (+); 1-3,565 (+

68 69 7071 72

EEEE—— E—
uvig 434160:50,232-55,296 (+); 1-8,565 (+)

RM_Type_lI_Type_Il_MTases FAM_2 (CDS_0061)
57 58 59 60 62 63

MGV-GENOME-0270312: 33,644-40,332 (+); 1-3,565 (+)
56 57 58 59 60 61 62 63

MGV-GENOME-0261879: 32,257-38,786 (+); 1-3,566 (+)
48 49 50 5152

MGV-GENOME-0247289:31,165-36,289 (+)
57 58 59 60 61 62 63 64 65

—— —-_— o e——
Han_2018 ERR1398175_NODE_598_length_39480_cov_22.128928: 32,008-39,480 (+); 1-3,565 (+)

57 58 59 60 61 62 63 64

<

GV-GENOME-0261887:31,311-38,787 (+); 1-3,566 (+)
55 56 57 58 59 60

uvig_127660:32,179-38,026 (+); 1-3,566 (+)
RM_Type_ll__Type_ll_MTases_FAM_0 (CDS_0058)

55 56 57 59 60 4
e, v/, g B B E 1 B e W E S p——

uvig_324827:31,711-37,349 (+); 1-3,963 (+)
RM_Type_ll__Type_ll_MTases_FAM_0 (CDS_0058)
55 56 57 59

i
i

MGV-GENOME-0253556:31,766-37,349 (+); 1-3,556 (+)
Erf-like ssDNA annealing protein (CDS_0050) RM_Type_ll__Type_Il_MTases_FAM_0 (CDS_0059)
51 56 57 58 60

I R ——— I ——
MGV-GENOME-0253778: 31,244-37,383 (+); 1-3,556 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0058)
54 55 56 57 59 60 61 terminase small subunit (CDS_0063)

N S
MGV-GENOME-0265193:31,861-39,361 (+); 1-3,972 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0061)
57 58 59 60 62 63

e
MGV-GENOME-0271774:33,363-40,632 (+); 1-3,972 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0057)
53 54 55 56 58 59

s N
uvig_169131:31,718-38,666 (+); 1-3,565 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0059)
55 56 57 58 60 61

uvig_557581:32,217-39,213 (+); 1-3,566 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0059)
49 55 56 57 58 60 61

e
MGV-GENOME-0263783: 31,608-39,118 (+); 1-3,565 (+)
RM_Type_ll_Type_|ll_MTases_FAM_O (CDS_0062)

58 59 60 61 63 64

IMGVR_UViG_3300045988_055845|3300045988|Ga0495776_007056: 33,011-40,064 (+); 1-3,569 (+)
RM_Type_Il_Type_ll_MTases_FAM_0 (CDS_0062)
58 59 60 61 63 64

e —
MGV-GENOME-0268894: 33,011-40,064 (+); 1-3,569 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0062)
58 59 60 61 63 64

i
i
!i

MGV-GENOME-0273721:34,554-40,994 (+); 1-3,557 (+)
58 59 60 61 62 63

MGV-GENOME-0263367:33,112-39,045 (+); 1-3,565 (+)
58 59 60 61 62 63

e S [ S S
IMGVR_UViG_3300045988_070598|3300045988|Ga0495776_009312: 33,112-39,045 (+); 1-3,565 (+)
54 58 59 60 61 radical SAM domain protein (CDS_0062)

IMGVR_UViG_3300045988_064110|3300045988|Ga0495776 007062 33,685-40,080 (+); 1~ 3565( )

56 57 58 59
e ey B g B, 0 B By WO S B B, |

MGV-GENOME-0253907: 32,549-37,404 (+); 1-3,565 (+)
55 56 57 RM_Type_ll_Type_|l_MTases_ FAM_2 (CDS_0058)

SRS146812_al_ct61403_vs01:32,429-38,218 (+)
54 55 56 RM Type ll_Type_ll_MTases_FAM_2(CDS_0057)

N ——
IMGVR_UViG_3300045988_070436|3300045988|Ga0495776_017042:31,948-37,837 (+); 1-3,554 (+)

RM_Type_|_MTases_FAM_0(CDS_0054) 55 56 57 58 59

MGV-GENOME-4413058: 30,162-36,929 (+); 1-3,565 (+)
RM_Type_l_MTases_FAM_0 (CDS_0055) 56 57 58 59

IMGVR_UViG_3300014792_000003|3300014792|Ga0134427_1000233: 31,724-38,181 (+); 1-3,565 (+)
RM__Type_|_MTases_FAM_0 (CDS_0058)
56 57 59 60 61 62

i
|
%i

IMGVR_UViG_3300045988_066081|3300045988|Ga0495776_005644: 32,734-39, 577( ); 1- 3 566 (+)
RM_Type_|_MTases FAM_0(CDS 0057) 58 59 60 61

IMGVR _UViG_3300045988 049155|3300045988|Ga0495776_006931: 33,078-39,946 (+); 1-3,566 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0056)

RM_Type_|_MTases FAM_0 (CDS_0053)
52 54 55 57 58
eI [ g e M—, S, E— Ry T B B B

IMGVR _UViG_3300045988_020804|3300045988|Ga0495776_008004: 33,161-40,744 (+); 1-3,568 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0055)
RM__Type_|_MTases_FAM_0 (CDS_0052)
51 53 54 56 57

|
|
|
|
|
i

uvig_327732:33,318-40,711 (+); 1-3 556( )
RM_Type_Il_Type_|l_MTases_FAM_0 (CDS_0061)
RM__Type_|_MTases_FAM_0 (CDS_0058)
56 57 59 60 62 63

|
:
|

MGV-GENOME-0275431:33,775-41,316 (+); 1-3,556 (+)
RM__Type_|_MTases_FAM_0 (CDS_0055)
53 54 56 57 RM_Type_ll_Type_|l_MTases_FAM_O (CDS_0058)

i
i

S ) S ] [ ————— 1 ]
uvig 541397:33,072-40,015 (+); 1-3,553 (+)

RM_Type_|_MTases_FAM_0 (CDS_0056)
54 55 57 58 59 60

i
|
|
i
|

uvig 127392:34,096-41,008 (+); 1-3,565 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0063)
RM_Type_|_MTases_FAM_0 (CDS_0060)
58 59 61 62 64

i
.ﬁ
|

" — ) S e
uvig 160243:33,093-40,491 (+); 1-3,961 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0059)
RM__Type_|_MTases_FAM_0 (CDS_0056)
54 55 57 58 60 61

i
|
|

IMGVR_UViG_3300045988_061079|3300045988|Ga0495776_007172: 32,504-40,299 (+); 1-3,963 (+)
RM_Type_|_MTases_FAM_0 (CDS_0055)
54 56 57 58 59 60

i
!i
g
|

IMGVR_UViG_3300045988_081245|3300045988|Ga0495776_009910: 32,241-39,121 (+); 1-3,972 (+)

RM_Type_|_MTases_FAM_0 (CDS_0055)
54 56 57 58 59 60

g
i

I E—
MGV-GENOME-0263992:32,186-39,151 (+); 1-3,972 (+)

RM_ Type_|_MTases_FAM_0 (CDS_0055)
49 54 56 57 58 59 60

T
MGV-GENOME-0263797:32,186-39,121 (+); 1-3, 972( )
57 58 59 60 RM_Type_ll_Type_ll_MTases FAM_2(CDS_0061)

MGV-GENOME-0267857:33,745-39,876 (+); 1-3,565 (+)
53 57 58 59 60 RM Type_Il_Type |l MTases_FAM_2(CDS_0061)

IMGVR_UViG_3300045988_020781|3300045988|Ga0495776_110908: 33,626-39,778 (+)
57 RM_Type_ll_Type_Il_MTases_FAM_2 (CDS_0058)

e —
uvig 541517:32,871-38,590 (+)

53 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0054)

SAMNO6164625_al ct93112_vs1:31,199-37,098 (+)
44 45 46 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0047)

MGV-GENOME-0237823:28,781-34,868 (+)
57 58 59 60 61 RM _Type_Il_Type_ll_MTases_FAM_2 (CDS_0062)

IMGVR_UViG_3300045988_047431|3300045988|Ga0495776_005529:31,996-39,352 (+); 1-3,565 (+)
58 59 60 61 RM_Type_ll_Type_ll_MTases_FAM_2(CDS_0062)

IMGVR_UViG_3300045988_059520|3300045988|Ga0495776_005551: 32,864-39,387 (+); 1-3,565 (+)
59 60 61 62 63 64

IMGVR_UViG_3300045988_065010|3300045988|Ga0495776_009293: 33,050-38,994 (+); 1-3,565 (+)
62 63 6465 66 67 RM Type Il_Type |l MTases FAM_2 (CDS_0068)

I ——— — e — —
uvig_79968:36,701-43,742 (+)

58 59 60 61 62

IMGVR_UViG_3300045988_057174|3300045988|Ga0495776_009081: 33,249-38,672 (+); 1-3,973 (+)
58 59 60 61 62

o o]
IMGVR_UViG_3300045988_050182|3300045988|Ga0495776_009220: 33,313-38,844 (+); 1-3,973 (+)

59 60 RM_Type_ll_Type_|ll_MTases_FAM_O(CDS_0061)

SRS104975_al ct23371 vs01:33,629-39,778 (+); 1-3 972( )
55 59 60 6162

IMGVR_UViG_3300023486_000022|3300023486|Ga0257044_10470: 34,379-39,608 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0058)
56 57 59 60 61

S
MGV-GENOME-0270811: 33,273-40,437 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0057)
55 58 59

i
ig
i

uvig 116015:32,813-40,036 (+); 1-3,972 (+)
RM_Type_lI__Type_ll_MTases_FAM_2 (CDS_0054)
52 53 55 56 57

1 I —
uvig_263617:32,764-40,190 (+); 1-3,972 (+)
RM_Type_Il__Type_|ll_MTases_FAM_2 (CDS_0058)
56 57 59 60

i
ii

IMGVR_UViG_3300045988 079547|3300045988iGaO495776 005561:32,433-39,421 (+ ) 1-4,005 (+)
RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0056)
52 53 54 55 57 58 59

i
#
i

—— I S S ——
MGV-GENOME-0261882: 30,820-38,786 (+); 1-3,972 (+)

RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0056)
53 54 55 57 58 59

IMGVR _UViG_3300045988_055708|3300045988|Ga0495776_016991:30,762-37,733 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0059)

56 57 58 60 61 62
sy N g W S/ g v/ B, W— v ¥ By B S R BN B

IMGVR_UViG_3300045988_035658|3300045988|Ga0495776_007055: 32,651-40,064 (+); 1-3,972 (+)
RM _Type_ll_Type_ll_MTases_FAM_2 (CDS_0056)
52 53 54 55 57 58 59

I . S
MGV-GENOME-0261523: 30,875-38,722 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0056)

52 53 54 55 57 58 59

IMGVR_UViG_3300045988_045845|3300045988|Ga0495776_009205: 30,820-38,786 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0060)
55 56 5758 59 61 62 63

MGV-GENOME-0269548: 32,221-40,187 (+); 1-3,972 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0059)
55 56 57 58 60 61 62 2

w
o

e N 1 — | —;—1
IMGVR_UViG_3300045988_074495|3300045988|Ga0495776_009890: 31,413-39,092 (+); 1-4,591 (+)
54 55 56 57 58 RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0059)

e L e ——————]
uvig_147880:31,864-38,087 (+); 1-3 972( )

54 55 56 57 58 RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0059)
e N S 5 B B g W 4 S S— e W B B B B,

IMGVR_UViG_3300045988_074950|3300045988|Ga0495776_009963:31,998-39,263 (+); 1-3,973 (+)
57 58 59 60 61 62

i

MGV-GENOME-0257854: 31,988-38,080 (+); 1-4,524 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0055)
53 54 56 57

MGV-GENOME-0269365: 30,711-37,036 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0046)
a4 45 47 48 49

I S - —
MGV-GENOME-0252224:26,788-33,316 (+)

RM_Type_lI_Type_ll_MTases FAM_2 (CDS_0052)
50 51 53 54 55

— I S S ——
IMGVR_UViG_3300045988 063195|3300045988iGa0495776 162362:29,592-36,210 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0057)
55 56 58 59

MGV-GENOME-0268494:32,813-39,149 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0057)
55 56 58 59

uvig_172165:33,269-39,594 (+)
RM_Type_ll_Type_ll_ MTases_FAM_2 (CDS_0062)
60 61 63 64

uvig_203703:36,733-43,094 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0051)
47 48 49 50 52 53 6

MGV-GENOME-0211501:22,176-29,162 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0048)
46 47 49 50 51

L —————————————————————————

MGV-GENOME-0249590: 26,799-33,351 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0059)

56 57 58 60 61 62

s
MGV-GENOME-0270366: 32,526-38,888 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0037)
34 35 36 38 39 40

S I —
MGV-GENOME-0203532:21,216-27,758 (+)
53 54 55 56 57

MGV-GENOME-0241546: 29,472-34,593 (+)
43 44 45 46 47 48

|

MGV-GENOME-0211645: 24,446-30,031 (+)
59 60 61 62 63 64

MGV-GENOME-0266327:34,018-39,570 (+); 1-3,972 (+)
RM_Type_Il_Type_Il_MTases FAM_2 (CDS_0056)
48 52 53 54 55 i 57 58

I — I R I
IMGVR_UViG_3300045988_068522|3300045988|Ga0495776_005604:31,892-39,496 (+); 1-3,565 (+)
52 53 54 55 56 57

1 I
uvig 245873:31,724-37,601 (+); 1-3,973 (+)
RM _Type_ll_Type_Il_MTases_FAM_2 (CDS_0056)

52 53 54 55 i 57 58

T e erll———— . .| ] I
MGV-GENOME-0265604: 31,892-39,440 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0056)
52 53 54 55 [ 57 58
e I

SAMNO0792044_al_ct13044:31,892-39,442 (+)
54 55 56 57 58 59 60 61

uvig 214804:32,050-38,573 (+)

w
w

54 55 56 RM Type Il_Type_|l_ MTases_FAM_2 (CDS_0057)

uvig 69810:31,519-38,821 (+)

w1
N

53 54 55RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0056)

MGV-GENOME-0263553:31,503-39,076 (+)
53 54 55 56 RM_Type_|l_Type_|l_MTases_FAM_0 (CDS_0057)

MGV-GENOME-0263346:31,551-39,039 (+)
31 32 33 34 radical SAM domain protein (CDS_0035)

MGV-GENOME-0201778:19,652-26,225 (+)
53 54 55 56 RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0057)

uvig_18194:31,551-39,115 (+); 1-3,566 (+)

w
w

54 55 56 RM_Type_ll_Type_|Il_MTases_ FAM_0 (CDS_0057)

MGV-GENOME-0263672:31,551-39,097 (+); 1-3,566 (+)

w
N

53 54 55RM Type_Il_Type_ Il MTases_.FAM_2 (CDS_0056)

MGV-GENOME-0262217:31,503-38,843 (+); 1-3,566 (+)
RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0063)
58, 57 58 59 60 61 62 64

MGV-GENOME-0269786:32,018-40,229 (+); 1-3,569 (+)

n
i

55 56 57 RM_Type_ll_Type_Il_MTases FAM_2 (CDS_0058)

IMGVR_UViG_3300045988_047228|3300045988|Ga0495776_025792:31,613-39,392 (+)
54 55 56 57 RM_ Type ll_Type Il MTases_FAM_2 (CDS_0058)

—— e —— —
uvig_560485:31,692-39,355 (+)

39 40 41 42 RM_Type_ |l_Type_ll_MTases_FAM_2 (CDS_0043)
e s e e I e R — —
MGV-GENOME-0285168:24,211-31,876 (+)
36 37 38 39 40 41
I — EEEE— S  E—— —
uvig 62146:21,135-27,784 (+)
62 63 64 65 RM_Type_|l_Type_|l_MTases_FAM_2 (CDS_0066)

uvig_172879:44,741-52,299 (+); 1-3,566 (+)

w
N

53 54 55 RM Type Il_Type_ Il MTases_FAM_2 (CDS_0056)

MGV-GENOME-0268520:32,114-39,996 (+); 1-3,566 (+)
54 55 56 57 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0058)

uvig_545468:31,769-39,235 (+); 1-3,565 (+)
57
54 55 56] RM_Type_ll_Type |l MTases_FAM_2 (CDS_0058)

IMGVR_UViG_3300029743_000016|3300029743|Ga0245246_100835: 31,872-38,526 (+); 1-3,565 (+)
54 55 5657 58

i

IMGVR_UViG_3300045988_029623|3300045988|Ga0495776_083739:31,773-37,537 (+)
52 53 58 59 60 61 62 63

MGV-GENOME-0260731:32,243-38,580 (+); 1-3,565 (+)
58 59 60 61 62 63

IMGVR_UViG_3300045988_075530|3300045988|Ga0495776_009052: 32,243-38,580 (+); 1-3,565 (+)
RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0056)
53 5455 57 58 59

MGV-GENOME-0269498:32,239-40,174 (+)

RM_Type_lI_Type_ll_MTases_FAM_2 (CDS_0047)
4546 48 49 50

ES

e ]
MGV-GENOME-0254347:29,291-37,478 (+)

28

N
w
N
| ES

MGV-GENOME-0190299:19,761-23,304 (+)
34 RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0035)

[
‘ o

MGV-GENOME-0193056: 20,022-26,757 (+)
42 43 44 45 RM_Type_ll_Type_ll_MTases_FAM_0O (CDS_0046)

MGV-GENOME-0316104: 26,030-32,658 (+)
55 56 57 58 59 60

e ——— I S E—— O
uvig 242855:33,486-39,164 (+); 1-3,565 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0036)
32 33 34 35 37 38

[ — I e
MGV-GENOME-0181192:18,731-24,005 (+)

RM _Type_Il_Type_|l_MTases_FAM_0 (CDS_0057)
53 54 55 56 58 59

uvig_148328:31,135-36,409 (+)

RM_Type_ll_Type_ll_MTases_FAM_0 (CDS_0062)
58 59 60 61 63 64

S I
MGV-GENOME-0266239: 33,439-39,555 (+); 1-3,960 (+)
RM_Type_ll_Type_ll_MTases_FAM_2 (CDS_0058)
53 54 55 56 57 59 606162 63

MGV-GENOME-0299239:30,097-37, 756( )

DNA methyltransferase (CDS_0060)
55 56 57 58 59 DNA methyltransferase (CDS_0061)

|
i
i

-

IMGVR_UViG_3300045988_033672|3300045988|Ga0495776_111313:31,672-39,104 (+)
4000 nt i
DNA, RNA and nucleotide metabolism head and packaging other unknown function defence (DefenseFinder) defence (PADLOC)
I




